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Abstract 
Plant-parasitic nematodes (PPNs) are a great threat to crops, causing billions of dollars of 
losses worldwide. Cyst nematodes and root-knot nematodes belong to a small group of 
sedentary endoparasitic PPNs that parasitize the roots of a wide range of crop species. Both 
of these nematodes invade the roots as infecting juveniles (J2s) and establish a feeding site 
in the plant root that functions as their nutrient source. An effective plant defence relies on 
the recognition of pathogen- or microbial-associated molecular patterns (PAMPs/MAMPs) 
by surface-localised pattern-recognition receptors (PRRs). In addition to PAMPs, PRRs can 
also recognize damage associated molecular patterns (DAMPs), which are molecules 
produced by plants in response to damage. Nematodes’ invasion of plant roots and their 
subsequent migration inside the roots are likely to damage the plant’s root cells, thereby 
generating cell wall fragments (oligogalacturonides OGs). OGs can act as DAMPs.  
Recognition of PAMPs or DAMPs by PRRs leads to the activation of defence responses in 
the host plant, which are designated as PAMP-triggered immunity (PTI). PTI can restrict 
development and growth of invading pathogens. Though nematode invasion activates PTI 
in plants during early stages of infection, PTI responses may in turn be suppressed by the 
invading nematodes during the establishment of their feeding sites. Recent studies have 
shown that plants use surface-localised receptors to recognise PAMPs released by 
nematodes, and thereby trigger PTI responses. However, recognition of DAMPs and 
activation of downstream pathways during plant-nematode interactions remained 
unexplored.  In this study, we characterised the role of  polygalacturonase-inhibiting 
proteins (PGIP) in the model plant Arabidopsis thaliana during infection with the beet cyst 
nematode Heterodera schachtii and the root-knot nematode Meloidogyne incognita. PGIP 
is encoded in Arabidopsis by a small gene family consisting of two genes, PGIP1 and 
PGIP2. Expression of these genes is induced when the plant is wounded or attacked by 
pathogens. In order to inhibit pectin degradation by microbial polygalacturonase (PGs), the 
plant deploys PGIP in the cell wall. This PG-PGIP interaction leads to the production of 
elicitor-active OGs (oligomers of α-1, 4-linked galacturonic acids), which can be sensed by 
a plasma membrane localized receptor called WAK1 (wall-associated kinase). The 
WAK1 receptor, on sensing elicitor-activated OGs, sets off a number of defence 
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responses in the plant such as accumulation of phytoalexins, oxidative burst, callose 
deposition, and production of glucanase and chitinase. 
Quantitative RT-PCR (qRT-PCR) analysis showed that PGIP genes are particularly 
strongly induced upon cyst nematode invasion of roots. To analyse spatio-temporal 
expression of PGIP genes during plant-nematode interaction, we developed 
promoter::GUS lines and observed strong staining at an early stage (1dpi) of H. schachtii 
infection. However, this staining was not observed when the plants were infected with M. 
incognita at the same stage. Pathogenicity testing with loss-of-function mutants (pgip1, 
pgip2) and overexpression lines (35S::PGIP1, 35S::PGIP2) revealed that PGIP1 
expression limits the ability of cyst but not root-knot nematodes to parasitize the host 
roots. A recent transcriptome analysis of host roots during the migratory stages of H. 
schachtii infection revealed that, during this stage, a number of genes involved in 
secondary metabolism (camalexin and indole glucosinolates production) were strongly 
and differentially upregulated. Because loss-of-function PGIP1 mutants (pgip1) were 
hypersusceptible to beet cyst nematode infection, we reasoned that activation of the 
secondary metabolism genes in these mutants might be impaired. To investigate this 
hypothesis further, we compared Col-0 and pgip (pgip1 and pgip2) roots for the 
expression of the secondary metabolism genes with or without infection via qRT-PCR. 
We found that induction of the secondary metabolism genes is impaired in pgip mutants, 
especially in pgip1 during migratory stage.  
A detailed characterization of a putative PG sequence from H. schachtii showed a very 
low sequence similarity to a PG from M. incognita and any other known PG from 
bacteria, fungi, insects, and nematodes. Therefore, we concluded that cyst nematodes do 
not encode a functional PG and activation of PGIP during cyst nematode infection is 
independent of a typical PG-PGIP interaction. 
In conclusion, our findings provide insights into distinct perception of damage responses 
by host during cyst and root-knot nematode parasitism at the molecular level. Clarifying 
further details of these responses may lead to advances in breeding strategies for 
nematode resistance. 
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Zusammenfassung 
Pflanzenparasitäre Nematoden (PPN) verursachen jährlich weltweit Ernteausfälle in 
Millionen-Dollar-Höhe. Zysten- und der Wurzelgallennematoden gehören zu einer 
kleinen Gruppe von sedentären Nematoden, welche an einer Vielzahl an Nutzpflanzen 
parasitieren. Beide dringen als nicht vollständig entwickelte juvenile (J2s) Nematoden in 
die Wurzel ein, um dort ein Nährzellensystem zu bilden,  welches dann als 
Nährstoffquelle genutzt wird. 
Die Abwehr von diesen endogenen Wurzelschädlingen kann nur durch eine 
funktionierende Immunabwehr der Pflanze gewährleistet werden. Dabei werden 
bestimmte molekulare Strukturen, sogenannte Pathogen- oder Mikroben-assoziierte 
molekulare Muster (PAMPs oder MAMPs), durch spezifische Pathogen-Recognition 
Rezeptoren (PRRs) an der Zelloberfläche der Pflanze erkannt. Diese Rezeptoren 
erkennen allerdings nicht nur PAMPs und MAMPs, sondern auch sogenannte DAMPs, 
Damage-assoziierte molekulare Muster. DAMPs sind Moleküle, welche als Reaktion auf 
mechanische Schäden gebildet werden. Das Eindringen und Wandern von Nematoden in 
der Wurzel kann solche Zellschäden verursachen  und damit zur Bildung von 
Zellwandfragmenten, den Oligogalakturoniden (OG's), führen. OG's werden als DAMPs 
erkannt. Die Aktivierung der PRRs durch DAMPS oder PAMPs lösen in der Pflanze eine 
Immunreaktion aus, die PAMP-Triggered Immunity genannt wird  (PTI). Das Ziel dabei 
ist, Entwicklung und Wachstum des Eindringlings einzuschränken. Interessanterweise 
wird anfänglich, wenn der Nematode in die Wurzel eindringt, PTI induziert, im Laufe der 
Bildung der Nährzellenstruktur aber kann diese PTI-Reaktion wieder unterdrückt werden. 
Neueste Studien haben gezeigt, dass oberflächenlokalisierte Rezeptoren PAMPs von 
Nematoden erkennen und PTI aktivieren. Jedoch ist das Erkennen von DAMPs und die 
folgende Aktivierung von Signalkaskaden während der Pflanzen-Nematoden-Interaktion 
bisher noch weitestgehend unerforscht. 
In dieser Arbeit wurde nach Infektion der Modellpflanze Arabidopsis thaliana mit dem 
Rübenzystennematoden Heterodera schachtii sowie dem Wurzelgallennematoden 
Meloidogyne incognita die Funktion eines Zellwand-Proteins, dem Polygalakturonasen-
Inhibierenden Protein (PGIP) untersucht. PGIP wird in Arabidopsis von einer kleinen 
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Genfamilie codiert, welche durch die beiden Gene PGIP1 und PGIP2 repräsentiert wird. 
Die Expression beider Gene wird durch Verwundung der Pflanze bzw. Zerstören der 
Zellwand durch Schädlinge induziert. PGIP inhibiert das Enzym Polygalakturonase (PG), 
welches von Pathogenen gebildet wird, um Pektine in der Zellwand abbauen zu können. 
Diese PG-PGIP Interaktion, führt zur Synthese von OG's, die von WAK1 (Wall 
Associated Kinase 1), einem Rezeptor mit Kinase Aktivität in der Plasmamembran, 
erkannt werden. Die Aktivierung von WAK1 durch OG's führt zu einer Reihe von 
Abwehrmechanismen in der Pflanze, wie die Synthese von Phytoalexinen, Reaktiver 
Oxygen Spezies (ROS), Kalloseabscheidung und der Bildung von Glukanasen und 
Chitinasen. 
Quantitative PCR (qPCR) Ergebnisse haben gezeigt, dass die Genexpression von PGIP 
stark hochreguliert ist, wenn der Zystennematode in die Wurzeln eindringt. Um die 
Expression von PGIP zeitlich und gewebespezifisch während der Pflanzen-Nematoden 
Interaktion analysieren zu können, wurden Promoter::GUS-Linien entwickelt. Das 
Ergebnis resultierte in einer starken blauen Färbung während des ersten 
Infektionsstadiums von H. schachtii (1 Tag nach Infektion). Allerdings führte die 
Infektion mit M. incognita zu keiner Färbung in dieser ersten Infektionsphase. 
Um die Pathogenität beurteilen zu können, wurden loss-of-function Mutanten (pgip1, 
pgip2) und Überexpressions Linien (35S::PGIP1, 35S::PGIP2) generiert. Diese 
Mutanten zeigten, dass PGIP1 die Entwicklung weiblicher Rübennematoden limitiert, 
hingegen der Wurzelgallenenematode in seiner Entwicklung nicht eingeschränkt ist. Eine 
neuere Transkriptom-Analyse der Wirtswurzeln während der ersten Infektionsphase 
ergab, dass in diesem Zeitraum bestimmte Gene, die bei der Synthese sekundärer 
Pflanzenstoffe (Camalexin und Indol-Glucosinulate) involviert sind, signifikant 
hochreguliert waren. Eine Beeinträchtigung der sekundären Pflanzenstoffsynthese könnte 
demnach die beobachtete erhöhte Anfälligkeit der loss-of-function PGIP1 Mutante 
(pgip1) gegenüber dem Rübenzystennematoden erklären. Um unsere Hypothese stützen 
zu können, wurde DNA von infizierten und nicht infizierten Col-0 und pgip Wurzeln 
(pgip1, pgip2) durch eine qRT-PCR amplifiziert und hinsichtlich darin involvierter Gene 
verglichen. Tatsächlich konnte festgestellt werden, dass bestimmte Gene, die zur 
Induktion von sekundären Pflanzenstoffen benötigt werden, in den loss-of-function 
vMutanten abreguliert sind, besonders in pgip1 während der Wanderungsphase. Die 
Gensequenz von PG ist putativ und wurde, um sie genauer charakterisieren zu können, 
mit bekannten PG Gensequenzen von M. incognita,  Bakterien und Pilzen verglichen und 
resultierte in nur minimalen Ähnlichkeiten. Daraus schließen wir, dass der 
Rübenzystennematode keine funktionelle PG kodiert und die Hochregulierung von PGIP 
während der Infektion unabhängig von einer typischen PG-PGIP Interaktion ausgelöst 
wird. Mit dieser Arbeit konnten wir tiefere Einblicke in die Immunabwehr gegenüber 
Zysten- und Wurzelgallennematoden auf molekularer Ebene gewinnen. Weiterführende 
Untersuchungen könnten für bestimmte Züchtungstechniken mit Hinblick auf  
Pathogenresistenzen genutzt werden. 
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1. Introduction
Nematodes are multicellular organisms belonging to the phylum Nematoda. The word 
“nematode” is derived from two Greek words: nema meaning thread, and toid meaning form. 
Nematodes are classified into five clades (Silvestre and Cabaret, 2004), each of which has 
parasitic species (Figure 1.1). Members of this phylum are the most ancient group of animals on 
earth, having existed for an estimated one billion years (Wang et al., 1999). They are widely 
distributed and have adapted to disparate ecosystems such as fresh and salty water, different 
kinds of soil, various elevations and both trophic and Polar Regions. They are the most abundant
animals on earth (Platt, 1994), including about 25,000 known species (Hodda, 2011; Zhang, 
2013). However, this figure is increasing continously with the discovery and identification of 
new species (Elling, 2013). 
Nematodes are slender bilaterally symmetrical worms. They are generally about 5–100 μm in 
diameter and 2.5 mm long (Nyle and Weil, 2009). Most are small, even microscopic, but some 
can be metres long (Ruppert et al., 2004). The largest nematode, found in the placenta of the 
sperm whale, is called Placentonema gigantissima, which reaches 8-9 metres long (Gubanov, 
1951). The nematode body is triploblastic—that is derived from three embryonic cell layers: 
ectoderm, mesoderm and endoderm. Unlike other bilaterally symmetrical animals having a true 
coelom, nematodes are pseudocoelomate, having no true body cavity. Instead their body cavity is 
found between the mesoderm and the endoderm that makes up the walls of the gut. 
Nematode anatomy is also very simple, being devoid of respiratory and circulatory system 
(Figure 1.2). The outer part of the skin, the cuticle, protects the nematode during exposure to 
environmental stress. The nematode’s mouth is located at the anterior end and opens into a 
buccal cavity, whereas the anus forms the posterior opening for the digestive system that runs 
inside the nematode from head to tail. The nematode nervous system is composed of circum-
pharyngeal nerve ring which is build up from 4 nerve ganglia that runs along the length of the 
body. From the nerve ganglia arises 6 longitudnal nerves that runs down to various parts of of the 
digestive and reproductive system. The sophisticated sensory organs help them to sense host and 
and to mate and reproduce. Two types of chemosensory structures are present in nematodes. 
Those located at the anterior end (head) are called amphids; they occur in pairs, and each 
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consists of 12 sensory neurons. The other type of sensory structure, located at the posterior end 
(tail), is the phasmid. Both amphids and phasmids are similar in structure, but the latter are 
smaller. In addition to its simple anatomy, the nematode body is transparent, allowing 
visualization of its internal organs. For these reasons, nematodes are used as models in molecular 
biology, cell biology and neurobiology for e.g. Caenorhabditis elegans. First identified in 1900 
by zoologist Emile Maupas in the soil of Algiers, these nematodes are non-parasitic and non-
infectious, present in soil, and feed on bacteria. They are microscopic, about 1mm long, and are 
of no economic importance to human beings. Two sexes exist: a hermaphrodite (self- fertilizing) 
and a male. After being introduced by Sydney Brenner in 1963 as a model organism, these 
nematodes have been used mainly in the fields of molecular biology and neuroscience. They are 
notable for being easy to handle in a laboratory setting and have a rapid life cycle of three days 
under optimum environmental conditions. Moreover, their entire genome has been sequenced, 
revealing 60–80% gene homology with humans (Kaletta and Hengartner, 2006; McDonlad et al., 
2006). Reverse genetic tools such as RNAi and clustered regularly interspaced short palindromic 
repeats (CRISPR)-Cas9 have played a significant role in the study of gene function in C. elegans 
(Fire et al., 1998; Hsu et al., 2014; Dickinson and Goldstein., 2016). Although it offers certain 
advantages, C. elegans also presents a few drawbacks. For example, its body lacks many organs 
and types of tissue, such as brain, blood, and internal organs, and is evolutionarily divergent 
from humans. Moreover, its small size presents difficulties to conduct experiments related to 
biochemistry, molecular biology and histology limiting the degree of understanding tissue-
specific signaling. 
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Figure 1.1: Phylogenetic organization of the phylum Nematoda (Silvestre and Cabaret, 
2004) 
Figure 1.2: Nematode anatomy (Source: University of Illinois) 
1.1 Types of Nematodes 
Because nematodes are very diversified, their hosts also differ from species to species and can 
include both plants and animals. However, some of them can utilize microbes as a food source 
(Manum et al., 1994). Nematodes that infect plants are called plant-parasitic nematodes (PPNs) 
while the ones infecting animals are called animal-parasitic nematodes. Some insect feeding 
nematodes are called entomopathogenic nematodes (EPNs) and those feeding on microbes are 
called microbivores. Both plant and animal parasitic nematodes are damaging to agricultural
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crops and livestocks, however, enthomopathogenic nematodes are used in the field of crop 
protection as a bio-control agent (Lacey and Georgis, 2012).  
The different feeding groups are classified on the basis of the structure of their mouthparts 
(Figure 1.3). Those nematodes that feed on bacteria have a simple tubular mouth with a slightly 
modified cuticle around the oral opening that ushers food towards the stoma. Those that feed on 
fungi have a stylet resembling that of plant-parasitic nematodes which helps to puncture the cell 
wall of fungi in order to suck the internal contents, whereas predator nematodes use teeth to 
puncture various invertebrates for feeding. Because this work focuses on plant-parasitic 
nematodes, I have described them in more detail here.  
Figure 1.3: Classification of nematodes feeding groups based on the structure of their 
mouthparts. a) Bacterial feeder have a tubular mouth to suck up bacteria, b) Fungivores have a 
thin stylet but lack stylet knobs, c) Plant parasitic feedeing on plants, d) Predator nematodes feed 
on invertebrates animals and has sharp teeth to puncture the prey, e) Omnivore. (Drawing: 
Ugarte and Zaborski, University of Illinois). 
1.2. Plant parasitic nematodes
Plant parasitic nematodes belong to kingdom Animalia under the phylum nematoda. They were 
first reported in 1743 by Needham, who observed that nematodes in wheat galls caused severe 
crop damage. Afterwards, Miles Berkely in 1855 discovered another nematode species, which 
caused galls on cucumber roots and was termed as the root knot nematodes. In 1859, H. Schacht, 
a botanist in Bonn discovered tiny worms that parasitized the beet roots and caused so-called 
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“beet sickness” disease. This observation was confirmed a few years later by A. schmidt (1871), 
who named this nematode Heterodera schachtii in the honour of its discoverer. Since discovery 
of these plant parasisitc nematodes many decades back, plant nematology has emerged as a very 
important aspect in the field of plant protection. 
About 10% of all nematodes can parasitize plants and comprise more than 4,100 known species 
(Decraemer and Hunt, 2006; Jones et al., 2013). They include members of the order Tylenchida,
Aphelenchida, Dorylaimida and Triplonchida (Table 1). They are small microscopic animal 
ranges between 0.2 mm (Paratylenchus spp.) to about 12 mm (Paralongidorus spp.) in length. 
The body is cylindrical in shape which is tapered at the end. Their body is also surrounded by a 
transparent surface coat, called cuticle, which protects the nematodes in the soil from various 
biotic and abiotic stresses. Being transparent, one can easily see their internal organs like the 
digestive and reproductive systems through a microscope. Unlike higher animals, they lack a 
respiratory and circulatory system and are depending on diffusion via cuticle. The digestive 
system is tube like structure which includes stylet, oesophagus, intestine and rectum that open 
through the anus at the end of the tail. Food is passed through oesophageal lumen that runs 
between the stylet base and the oesophago-intestinal junctions. Most of the plant parasitic 
nematodes are included in the taxonomic order Tylenchida and are being characterised by a 
three-part esophagus: the anterior procorpus, median bulb and basal bulb. There are normally 
three esophageal glands in this group, along with one dorsal and two sub-ventral glands, but the 
number increases to six in some nematodes e.g. Hoplolaimus spp. At the anterior end (head) 
there is a needle like structure called stylet which is the piercing apparatus of the plant parasitic 
nematodes. This stylet is extensible and is used by the nematode to pierce cell wall for sucking 
the nutrients. This suction is generated through the contraction of the median bulb. In addition to 
this, nematodes also secrete certain effector proteins into the host tissues through the stylet to 
facilitate parasitism. In addition to PPNs, certain nematodes that feed on fungi also possess 
stylet. 
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Table 1: Different characteristics of four plant parasitic nematodes orders (Adapted from 
Manzaniilla-Lopez and Hunt, 2009).  
PPNs can be separated in to both male and female but some species can also reproduce asexually 
through parthenogenesis. The male reproductive system consists of one or two testis, seminal 
vesicle and a vas deferens that ends through a common opening called cloaca. At the tail region 
is a pair of spicules that facilitate in coupling with the females. In the same region are present 
caudal bursa that are able to hold the female during copulation. In comparsion to male 
reproductive system, the female reproductive system is more variable and consists of one or two 
ovaries, spermatheca, uterus and vagina that open to the outside via the vulva. In some species of 
PPNs, sperms are stored in the spermatheca which is a specialised structure of the uterus. 
Based on their life style, plant parasitic nematodes can be categorised into different types (Figure 
1.4). Those that feed on the root from outside are called ectoparasites. Most nematodes in this 
group are migratory and feed on the outer part of the cortex cells and on epidermal tissue 
(Schouteden et al., 2015). These nematodes complete their entire life cycle while feeding from 
the outside and lay their eggs in the soil as Paratylencus spp. does. Some ectoparasitic species 
such as the ring nematode (Criconemoides spp.), can feed at one site for a prolonged period and 
are termed sedentary ectoparasites. These nematodes feed mainly on root hairs superficial 
Character Tylenchida Aphelenchida Dorylaimida Triplonchida 
Stylet Stomatostylet Stomatostylet Odontostylet Onchiostylet 
Pharynx Three parts: corpus, 
isthmus and basal 
bulb 
Three parts: corpus, 
isthmus and basal bulb 
Two parts: 
distinct 
corpus and post 
corpus 
Two parts: corpus 
gradually 
broadening 
into posterior part 
Pharyngeal gland 
number 
3 glands 3 glands 3–5 glands 5 glands 
Position of gland 
opening 
Dorsal gland opens 
near the spear base 
Dorsal gland opens in 
metacorpus, anterior 
to valve 
All glands open to 
body of gland 
All glands open to 
body of gland 
Metacorpus Width <75 % of 
body width 
Large, width almost 
(>75 %) of body width 
Absent Absent 
Isthmus Present Absent in 
Aphelenchoididae 
Absent Absent 
Pharyngeal gland In a bulb or 
overlapping lobe 
In a bulb 
(Paraphelenchidae) 
or overlapping lobe 
In posterior 
bulboid expansion 
In posterior bulboid 
expansion 
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cortical tissues and cause severe damage to plants. Sites of root elongation and cell division, as 
well as root tips, are the preferred feeding sites for ectoparasitic nematodes. 
Nematodes that penetrate the root and feed from inside are called endoparasites (Schouteden et 
al., 2015). After attachment to the root, the infecting juvenile can remain either migratory, as in 
the case of lesion nematodes, or become sedentary, as cyst nematodes do, and moult through four 
life stages to reach its adult form. Migratory endoparasitic nematodes can move through the root 
tissue and cause serious damage during their migration (Jones et al., 2013). These nematodes 
have no permanent feeding site and can kill the plant cell by sucking the cytoplasm through 
stylet before moving on. The severe damage they cause to the root creates opportunities for other 
microbes, such as bacteria and fungi, to further damage the root system (Zunke, 1991; Jones and
Goto, 2011). Sedentary endoparasitic nematodes, by contrast, invade the root after hatching and 
become sedentary by maintaining a permanent feeding site throughout their life cycle; they are 
considered to be the most damaging plant-parasitic nematodes (Gheysen and Mitchum, 2011; 
Jones et al., 2013). The two main nematodes in this group are root-knot nematodes (Meloidogyne 
spp.) and cyst nematodes (Heterodera and Globodera spp.). 
Figure 1.4: Parasitic strategies of plant parasitic nematodes (Drawing: Florian M. W. 
Grundler). 
A 
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PPNs can damage all kind of crops, including rice, corn, cotton, legumes, sugar beet, potato, 
soybean and cereals like wheat. They are an important agricultural pest, causing economic 
damage of USD 80 billion per year—making them a serious threat to the agriculture industry 
(Nicol et al., 2011). For farmers, they are a kind of hidden enemy being not visible with naked 
eye, live in the soil and causes non specific symptoms. They attack the roots and decreases plants 
ability to absorb water and nutrients from the soil. This results in stunted growth, chlorosis, 
wilting and ultimately yield loss of the infested crop. 
1.2.1 Root-knot nematodes (Meloidogyne spp.) 
Root-knot nematodes (RKNs) are sedentary endoparasites of many plant species and are widely 
distributed around the globe. They were first discovered by Berkeley in 1855 on the roots of 
cucumber and since then have been recognized as an important pathogen of more than 3,000 
plant species (Ehwaeti et al., 1999; Niu et al., 2016) with 100 species of RKN reported so far 
(Karssen et al., 2013).  
The life cycle of RNK last 20-40 days and begins with hatching of an infective juvenile (J2) 
upon sensing of root exudates. The J2s are vermiform and move freely in the soil in search of the 
host root. After finding the root, they migrate intercellularly towards the root tip, make a U-turn 
towards the vascular cylinder (Wyss et al., 1992; Mende, 1997) and use its needle -like stylet to 
puncture 5–10 procambial cells. These initial cells enlarge to form giant cells (GCs) first named 
by Treub in 1886, and serve as a feeding site for nematode growth and development. This 
feeding site differs from procambial cells both morphologically and physiologically. The GCs 
undergo successive nuclear division without cytokinesis, resulting in many nuclei within each 
cell leading to a significant increase in their size. The central vacuole breaks down into many 
small vacuoles, the cell wall becomes thickened with many ingrowths to increase solute uptake 
from the vascular cylinder (Jones and Payne 1978; Huang, 1985; Wiggers, 1990; Almeida-
Engler et al., 2011; Ji et al., 2013; Rodiuc et al., 2014; Niu et al., 2016). The cortex and the 
pericycle cells surrounding the GCs divide and proliferate uncontrolled to disrupt xylem leading 
to the formation of a pseudo-organ called a gall that contains 5-7 GCs (Figure 1.5; Escobar et al., 
2015). 
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In addition to these morphological changes, certain physiological changes also occur within the 
GCs including a marked amylase and invertase activity, starch accumulation, and suppression of 
different defence-related genes (Ibrahim, Hosseini et al., 2011). A microarray study of excised
galls was conducted in Arabidopsis and tomato upon infection with Meloidogyne incognita and 
Meloidogyne javanica during different developmental stages (Jammes et al., 2005; Portillo et al., 
2013). Most of the differential expressed genes were involved in metabolism showing that GCs 
act as strong sinks. Moreover, genes related to cell cycle, protein synthesis and DNA processing 
were highly up regulated in galls in comparison to uninfected roots (see Siddique and Grundler, 
2015 for review). 
The nematode feeds on this metabolically active site, and moults into a third-or fourth-stage 
juvenile to become an adult male or female. The female takes a pear shape, and the male 
becomes vermiform, leaving the root to mate sexually with a female in species such as M. hapla; 
however, most Meloidogyne species can reproduce asexually. After becoming sexually mature, 
the female secretes a gelatinous matrix from its vulva (Maggenti and Allen, 1960) that can make 
a pore through the surrounding gall tissue (Orion, 1987; Orion and Franck, 1990).The female can 
deposit her eggs in this gelatinous matrix, forming an egg mass that flows out through the pore 
into the rhizosphere. The gelatinous matrix also plays a role in protecting the egg mass from soil 
microbes because of its antimicrobial activity.
The most important and widespread species of economic importance are M. incognita, M. hapla, 
M. javanica, M. arenaria and M. chitwoodii. RKNs cause galls on damaged roots that are the
primary symptoms of RKN infection below ground. The formation of such galls on roots can 
block the transport of water and nutrients to the rest of the plant, stunting growth, leading to 
chlorosis and reducing yield. As a result, it is estimated that majority of the PPN-related crop 
losses are alone caused by RKN (Abad et al., 2008).
A
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Figure 1.5: Morphology of giant cells and gall. A) Cross-section of the giant cell (GC) system 
initiated by a root-knot nematode, M. incognita (Davis and Mitchum, 2005). B) A gall induced in 
Arabidopsis root containing a mature female nematode, and associated gelatinous matrix filled 
with egg masses. em, egg masses; g, gall; n, nematode; Bars= 50µm (Picture: Rodiuc et al., 
2014). 
1.2.2 Cyst nematodes (Heterodera and Globodera spp.) 
Cyst nematodes are sedentary biotrophic endoparasitic nematodes that cause extensive damage 
to many crops plants worldwide. They attack a wide range of crops in tropical, subtropical and 
temperate regions. There are around 60 known species of the genus Heterodera alone (Wouts 
and Baldwin, 1998). Cyst nematodes infesting potato (Globodera pallida), sugar beet 
(Heterodera schachtii), cereals (Heterodera avenae and Heterodera filipjevi) and soybean 
(Heterodera glycines) are of particular economic importance (Jones et al., 2013). An important 
charatersitic of this pest is able to survive in soil even in harsh environmental conditions when 
there is no suitable host around. The reason is that the eggs remain dormant and protected inside 
the hard body wall of the dead female called cyst for many years. This makes it difficult in 
eradicating this pathogen by implementing control strategies such as crop rotation (Fleming and 
Power, 1998). 
Like RKNs, cyst nematodes also start their life cycle from an egg. When no host is available, the 
eggs contained inside the cyst remain dormant until the infective juveniles are stimulated to 
hatch in the presence of host-derived root exudates (Perry, 2002). The infective juvenile (J2) 
invades the root and migrates destructively and intracellularly through the living root tissue until 
it reaches the inner cortex to the vascular cylinder (Niblack et al., 2006). Upon reaching the 
B 
11 
vascular cylinder, it carefully pierces its stylet into the host cell, and then waits for the cell 
response. If the protoplast collapses or the stylet becomes covered with a layer of callose like 
material, the stylet is retracted unless it finds a cell that does not respond adversely to J2 probing 
(Golinowski et al., 1997). Such a cell, usually a procambial or pericycle cell of the vascular 
cylinder becomes the initial syncytial cell (ISC) (Golinowski et al., 1997). The nematode then 
secretes certain effector proteins produced in the subventral glands (Wyss, 1992; Goellner et al., 
2001) including enzymes to hydrolyse the polysaccharide components of the cell wall such as 
cellulose, hemi-cellulose and pectin producing local cell wall dissolution and fusion of adjacent 
plant cells (Bohlmann and Sobczak, 2014). This degradation of the plant cell wall during 
migration and its dissolution within syncytium is also achieved by plant’s own cell wall 
degrading enzymes (CWDEs) such as expansins and cellulases within the feeding site (Baum et 
al., 2007; Goellner et al., 2001; Wieczoreck et al., 2006, 2008). These events produce a highly 
metabolically active syncytium (Hussey and Grundler, 1998) enriched with cellular organelles 
such as of mitochondria, ribosome, and smooth endoplasmic reticulum. The vacuole is broken in 
to small vacuoles (Golinowski, Grundler et al., 1996; Golinowski et al., 1997), and the cell wall 
around syncytium thickens with similar ingrowths as observed in GCs (Figure 1.7; Jones and 
Northcote, 1972). 
Prompted by the occurrence of such dramatic morphological changes, some studies have 
examined the physiological changes within the syncytium. Microarray data of syncytia induced 
by H. schachtii in Arabidopsis and soybean roots by H. glycines showed differential expression 
of genes in comparison to uninfected roots, with many of these genes not even expressed in 
uninfected roots (Klink et al., 2007; Szakasits et al., 2009). The function of most of these 
differentially expressed genes relates to metabolic activities (Szakasits et al., 2009). A series of 
studies found an enrichment of sugars and amino acids in the syncytium as compared to 
uninfected root, indicating the importance of carbohydrates and amino acids for the development 
of H. schachtii (Hofmann et al., 2007; Siddique and Grundler, 2015). Moreover, certain studies 
have shown that the amount of starch content is much higher in the syncytium, something likely 
to support nematode development. This is confirmed by an evident decrease in susceptibility in 
plants whose starch biosynthesis has been impaired after infection with H. schachtii (Hoffmann 
et al., 2008)
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After establishing the feeding site, the nematode remains associated to it for several weeks. 
During this time it molts into a third- and a fourth-stage juvenile and then it becomes an adult 
male or female (Figure 1.6). Females remain sessile and assume a lemon shape, whereas males 
become vermiform and then leave the root in search a female for mating. After mating, the 
female produces 200-300 eggs and then dies. Its outer body toughens and turn into a cyst 
containing the eggs in which the juveniles develop to the second, pre-infective stage. The eggs 
inside are protected by the tough protective sheet of the cyst against any environmental barriers 
in the soil. Root exudates of suitable host will trigger the juveniles to hatch; in their absence the 
juveniles can remain dormant as long as 20 years (Grainger, 1964). 
Figure  1.6: Life cycle of cyst nematode Heterodera schachtii. The infective juveniles (J2s) 
invade the roots and migrate destructively towards the vascular cylinder and establish initial 
syncytial cell. The nematode attached to the feeding site for several weeks, become sedentary 
and molts into a third- and a fourth-stage juvenile to become an adult male (vermiform) and 
female (pear shaped). The male leaves the root and search a female for mating. After fertilsation, 
the female dies and her body turns brown to become cyst with 200-300 eggs. The eggs hatch 
again in the presence of suitable host plant (Drawing: Florian M. W. Grundler). 
In terms of damage to agriculture crops, cyst nematodes come second after root-knot nematodes. 
Yield losses caused by cyst nematodes are difficult to estimate because symptoms do not arise 
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until the infestation is severe (Atkinson, 1996). The annual crop losses worth USD 1.5 billion are 
alone caused by soybean cyst nematode in the United States (Chen et al., 2001). Potato cyst 
nematodes are responsible for 9% of the total potato production globally (Turner and Rowe, 
2006). 
Fig 1.7: Morphological changes in Heterodera schachtii induced syncytia in A. 
thaliana roots. A) Anatomical structure of syncytium with arrows pointing to cell wall openings. 
B) Ultrastructure of syncytium. Arrow indicates cell wall opening. C) Openings of cell wall
formed by widening of plasmodesmata (arrows). D) Cell wall dissolution leading to cell wall
openings formed without involvement of plasmodesmata. Arrow indicates middle lamella
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covered with plasmalemma. E) Paramural bodies (arrows) formed at extensively digested part of 
internal cell wall. F) Casparian stripe (between arrows) covered with newly deposited cell wall 
in untypical syncytium induced in the endodermis. G) Comparison of thickness of outer 
syncytial cell wall (between arrows) and cell wall of non-syncytial cells (between 
arrowheads). H) Thin part of outer syncytial cell wall (arrowheads) facing sieve tube. Arrows 
indicate plasmodesmata between sieve tubes. I) A group of plasmodesmata (arrows) at thin part 
of outer syncytial cell wall (between arrow heads) facing non-syncytial parenchymatous 
cell. J) Single cell wall ingrowths (arrows) formed at syncytial wall facing vessels. K) Well-
developed system of cell wall ingrowths (arrows) formed at syncytial wall facing 
vessels. L) Unusual localization of poorly developed cell wall ingrowths (arrows) on wall 
between syncytial elements. M) Plasmodesmata (arrows) between syncytial element and sieve 
tube. N) Feeding plug in syncytial cell wall. Secretions emanating from nematode amphids are 
marked with arrow. O) Feeding plug with inserted cross-sectioned nematode stylet. Callose 
depositions are indicated with arrows. P) Broken feeding plug in syncytial wall. Spilled syncytial 
cytoplasm is marked with asterisks. Arrow points to amphidal secretions. Light 
microscopy A) and transmission electron microscopy micrograms (B–P) of syncytia at 2 (E, O), 
5 (A, B, D, F, N, P), 10 (G, H, I, J, M), and 13 (C, K, L) days post inoculation. CW, cell wall; 
FP, feeding plug; FT, feeding tube; N, nematode; NS, non-syncytial cell; S, syncytium; Sl, stylet; 
ST, sieve tube; X, xylem vessel. Bars = 20 μm (A) and 1 μm (B–P) (Pictures: Bohlmann and 
Sobczak., 2014). 
From the above discussion regarding RKN and cyst nematode, it is evident that both of these 
phytopathogens have a wide range of host and are not only different on the basis of their 
phylogeny but also with their infection strategies. 
1.3 Plant defence responses
Because many pathogens, including nematodes, pose a serious threat, plants defend themselves 
from such biotic stress by activating a number of defence responses in case of infection. The 
pathogens, in their turn, try to manipulate the biology of such responses to achieve successful 
parasitism. However, even before activation of such defence responses, the pathogen must have 
overcome certain constitutive barriers such as wax layers, the cell wall and secondary 
metabolites (Reina-Pinto and Yephremov 2009; Ahuja et al., 2012; Bednarek, 2012). The cell 
wall, the first barrier to be overcome by plant pathogens, comprises of three layers: the middle 
lamella, primary layer and secondary layer. The middle lamella, the top most layer of the cell 
wall, connects the cells to form a strong structure. This layer is mostly composed of pectins, 
which give strength and flexibility to the plant cell. Pectins are polysaccharides whose structural 
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classes include homogalacturonan (HG) and rhamnogalacturonan I and II; xylogalacturonan 
(XGA) and apiogalacturonan (AGA) have also been found (Deng et al., 2006). The primary and 
secondary cell wall are composed of cellulose and hemicellulose (usually xyloglucan or 
arabinoxylan) embedded in a matrix of pectins. The secondary cell wall is similar in composition 
to primary cell wall, having an additional component, lignin, that is a complex network of 
phenolic compounds and that gives strength to the cell wall. The secondary wall can also protect 
plants from invading pathogens and microbes. To overcome these structural barriers for 
successful invasion, pathogens produce certain cell wall-degrading enzymes (CWDEs), 
including pectate lyases, endo-β-1, 4-glucanase, cellulases and polygalacturonase (PGs) 
(Vanholme et al., 2007; Goellner et al., 2001; Smant et al., 1998) for the degradation of its main 
components. PGs are well characterised in fungi and are released to break the alpha 1-4 linkage
between the D- galacturonic acid residues of homogalacturonan (Bussink et al., 1992; Wubben et 
al., 1999; Kalunke et al., 2015). As a result of this activity, cell separation and maceration of host 
tissue take place, eliciting a number of inducible defence responses by the plant. 
Plants are equipped with different kinds of constitutive and physical barriers to counteract a wide 
range of pathogens such as bacteria, fungus, viruses, insects and nematodes. Because pathogens 
sometimes overcome such constitutive barriers, plants have developed a system of inducible 
defence responses that vary from plant to plant. Some plants have strong recognition abilities 
against certain pathogens and activate immediate defence responses that prevent this pathogen 
from successfully colonising—these are termed resistance plants. Other plants, having weaker 
recognition abilities against certain pathogens, lack a timely response to pathogens that 
overcome such defence responses, which then colonise and damage the host plant. Such plants 
are called susceptible plants. 
Plant-pathogen interactions is a two way communication such that plants must protect 
themselves from different kinds of pathogen attack by activating their defence systems, and the 
pathogens in return must overcome such defence responses by manipulating their cellular
biology to carry out the successful parasitism that allow their growth and development. Such 
inducible defence responses are activated by sensing certain molecules from pathogens called 
elicitors first defined in the early 1970s (Keen, 1975). Elicitors were initially thought to be 
molecules responsible for the induction of phytoalexins, a secondary metabolite responsible for 
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defence. However, this term is now used for any molecule responsible for stimulating any kind
of plant defence (Ebel and Cosio, 1994). Elicitors are categorised in two groups; general elicitors
that are sensed as danger signals in both host and non-host plants to activate plant innate 
immunity (Nürnberger, 1999; Nürnberger and Brunner, 2002), whereas specific elicitors 
(effectors) produced and function in those plant species that carry the analogous resistant genes 
and absence of which can lead to disease (Hammond-Kosack and Jones, 1997; Luderer and 
Joosten, 2001; Nimchuk et al., 2001).  
1.3.1 PTI and ETI responses in plants 
General elicitors are either non-self from pathogens/microbes called Pathogen or Microbial 
associated molecular patterns (MAMPs/PAMPs) and are highly conserved across several 
pathogens species (Felix et al., 1993) or self-endogenous molecules from the host produced as a 
result of damage or wounding called damage associated molecular patterns (DAMPs) (Boller and 
Felix, 2009). 
Both PAMPs and DAMPs are recognized by plasma membrane based-receptors first processed 
in endoplasmic reticulum before being transported to plasma membrane (Frescatada-Rosa et al., 
2015). These receptors are also called Pattern recognition receptors (PRRs). These PRRs act as 
danger signals and activate the downstream defence systems of host plants (Boller and Felix,
2009; Zipfel, 2014) including activation of oxidative burst and mitogen-associated and calcium-
dependent protein kinases (MAPKs and CDPKs), ethylene production, and modifications of the 
host cell wall leading to the restriction in growth and development of the invading pathogen 
(Figure 1.8; Asai et al., 2002; Boller and Felix, 2009; Holbein et al., 2016).  PRRs are either 
receptor like kinases (RLKs) having an extracellular ligand binding domain, a single trans-
membrane domain and an intracellular kinase domain or receptor-like proteins (RLPs), which 
lack an intracellular kinase domain (Boller and Felix, 2009; Schwessinger and Ronald, 2012; 
Wang et al., 2010) and require adopter molecules (Zipfel, 2008) for signal transduction. The 
extracellular ligand binding domain of PRRs contain either leucin rich repeats (LRRs) that are 
involved in the recognition of bacterial peptides such as flagellin and EF-Tu (Chinchilla et al., 
2006, Zipfel et al., 2006), or lysine motifs (LysMs), lectin motifs, or epidermal growth factor 
(EGF) that specifically binds to carbohydrate-containing molecules, such as fungal chitin, 
bacterial peptidoglycans, extracellular ATP and oligogalacturonides (Kaku et al., 2006; Miya 
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et al., 2007; Brutus et al., 2010; Choi et al., 2014), the result of which is the activation of 
PAMP-triggered immunity (PTI). In the model plant Arabidopsis thaliana, well-studied 
PAMPs/MAMPs::PRRs recognitions include FLAGELLIN SENSING2 (FLS2), which 
specifically perceives bacterial PAMP flg22 and EF-Tu receptor (EFR), which binds directly to 
elf18 peptide (Zipfel et al., 2004; Chinchilla et  al., 2006; Zipfel et al., 2006). Both these PRRs 
rapidly associate with another LRR-RLK called BRASSINOSTEROID INSENSITIVE 1-
associated receptor kinase 1 (BAK1) upon ligand perception (Roux et al., 2011; Sun et al., 2013). 
BAK1 than phosphorylate the cytoplasmic BOTRYTIS-INDUCED KINASE 1 (BIK1) which in 
turn phosphorylate the RESPIRATORY BURST OXIDASE HOMOLG D (RBOHD) that results 
in downstream defence signalling pathways such as MAP kinase activation and gene expression
(Asai et al., 2002; Li et al., 2002; Lu et al., 2010; Li et al., 2014). Loss of either receptor 
suppresses basal immunity to bacterial infection (Zipfel et al., 2004, 2006; Nekrasov et al., 2009; 
Saijo et al., 2009). 
Fig. 1.8: General overview of PTI and ETI responses. Plants recognizing PAMPs, DAMPs 
and effectors as danger signal to activate innate immunity. These molecules are recognized 
through receptor like kinase (RLKs) or receptor like proteins (RLPs) in case of PAMPs/DAMPs 
or through R proteins in case of effectors. After recognition, stereotypical defence syndrome is
activated by the plants (Boller and Felix, 2009). 
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Although PAMP- and DAMP-triggered immune responses are activated in response to different 
pathogens, details of such responses to nematode infection are largely unknown (Holbein et al., 
2016). However, recent work by Manosalva et al. (2015) has revealed that plants may be able to 
recognise small conserved molecules called ascarosides from nematodes. Nevertheless, the PRR 
mediating the response to ascaroside remained unknown (Manosalva et al., 2015).  
To suppress PTI responses, virulent pathogens secrete certain proteinaceous secretions 
(effectors) into the host plant cytoplasm to interfere with cellular functions, making the host 
more virulent (Presti et al., 2015). A number of nematode effectors have been reported to 
suppress PTI responses of their host plants. In addition to suppression of defence response, 
effectors play different roles in facilitating parasitism such as chemotaxis mediation, degradation 
of plant cell wall to facilitate penetration and migration of the invading nematode, and 
maintaining feeding site functions (Niu et al., 2016). The examples of effector proteins 
suppressing activation of defence include GrVAP1 from Globodera rostochiensis (Lozano-
Torres et al., 2014), Ha-annexin from Heterodera avenae (Chen et al., 2015) and Hs30C02 from 
Heterodera schachtii (Hamamouch et al., 2012). Plants in turn have evolved a second line of 
defence that recognized specific effectors through plant receptor R proteins encoded by the R
gene (Boller and Felix, 2009; Du et al., 2015; Jones and Dangl, 2006; Sarris et al., 2015). These 
R proteins are a member of the intracellular nucleotide binding (NB) leucine-rich repeat (LRR) 
protein family (Jones and Dangl 2006; Monaghan and Zipfel, 2012), sharing structural similarity 
with animal NOD-like receptor (Inohara and Nunez, 2003; Rairdan and Moffett, 2007). After 
recognition of specific effectors through the NB-LRR, plants activate a stronger defence
responses termed as effector triggered immunity (ETI) (Dodds and Rathjen, 2012) that was 
formerly called gene-for-gene resistance (Flor, 1971).The activation of ETI may lead to a 
specific type of programmed cell death known as hypersensitive responses (HR) (Spoel and 
Dong, 2012). In well-known examples of ETI responses, two effectors, AvrB and AvrRpm1 
from Pseudomonas syringae are perceived by plant immune receptor RPM1, prompting 
activation of ETI responses, including HR (Mackey et al., 2003). Plant-parasitic nematodes also 
secrete certain effectors that directly or indirectly interact with plant immune receptors R 
proteins to induce ETI. Several plant NB-LRR proteins have been identified in recent times that 
confer resistance to nematodes. For example, the potato cyst nematode G. pallida secretes 
effector protein RBP-1, which interacts with plant NB-LRR protein Gpa2 to elicit defence 
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responses including HR (Sacco et al., 2009). Similarly, G. rostochiensis effector SPRYSEC-19 
has been shown to bind directly to SW5, a CC-NB-LRR disease resistance protein, and suppress 
activation of plant ETI responses (Postma et al., 2012). Although both PTI and ETI responses 
use their own distinct receptors, they share similar downstream defence signaling pathways 
(Figure 1.9; Tsuda et al., 2009). Because the present study focuses on PTI responses via DAMP 
perception in Arabidopsis against cyst and root-knot nematodes, I have discussed these in detail 
here. 
Fig 1.9: An overview of plant immune responses to nematodes. Nematode invasion damages 
plant cell wall by secreting certain CWDEs such as polygalaturonases (PGs). The plant inhibit 
the activity of PGs by PG inhibiting proteins (PGIP) that result in the production of 
oligogalacturonides (OGs) that are sensed by WAK1 receptor to activate immune responses. 
Plants are also able to recognize nematodes through an unknown NAMPs receptor to activate 
PTI responses. In order to suppress PTI, nematodes secrete apoplastic (VAP1, Lozano-Torres et 
al., 2014; CRT, Jaouannet et al., 2013) and cytoplasmic (CEP12, Chronis et al., 2013; 4F01, 
Patel et al., 2010; 30C02; SPRYSECs, Rehman et al. , 2009)  effectors that are counteract by 
several R-genes in the plant (Holbein et al., 2016). 
1.3.2 DAMPs responses in plants 
Multicellular organisms including plants some time suffer infection or wounding that must be 
healed to prevent further damage. Although plants are equipped with pre-existing physical 
barriers such as cell wall, cuticle, wax layer, and thick woody cover, attack by pests may cause 
substantial structural damage. Accordingly, plants have evolved sophisticated mechanisms that 
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enable them to recognise and respond to such damage or danger signals. Consequently, the 
wounding site is protected to block further entry of opportunistic pathogens. Such kind of 
responses may occur within very short time frames—within  a few minutes to several hours of 
damage— and involve releasing, perceiving and transducing specific signals that ultimately 
activates wound related defence genes. To recognize such danger signals (DAMPs), plants may 
use surface-localised receptor like kinases (Shiu and Bleecker, 2001), which can activate 
downstream signaling pathways responsible for immunity. For PAMPs, the recognition events 
and downstream signalling are well studied and characterised (Zipfel, 2014) but not for DAMPs. 
Although a number of DAMPs and their receptors have been identified, the details of their 
signaling mechanisms have yet to be thoroughly investigated (Figure 2.1).  
The first well-studied DAMP in Arabidopsis is the 23-amino acid peptide AtPEP1 and its 
homologues AtPEP2-8 The AtPEPs are derived from their 92-amino acid cytosolic precursor
proteins PROPEP1-8, respectively (Huffaker et al., 2007). These AtPeps have been shown to be
induced upon wounding and are recognized by the LRR-RLKs Pep receptors (PEPR1 and 
PEPR2) to activate robust PTI responses (Yamaguchi et al., 2006; Yamaguchi et al., 2010; 
Huffaker and Ryan, 2007; Bartels et al., 2013). In addition to Arabidopsis, AtPEP homologues 
have also been identified in crop species. One example, ZmPep1, is found in maize and is known 
to regulate defence responses against fungal infection, whereas ZmPep3 is known to trigger 
Jasmonic acid and ethylene production to induce gene expression involved in herbivore defence 
(Huffaker et al., 2011). 
Extracellular ATP (eATP) is also a well-characterised DAMP signal in both plants and animals 
(Tanaka et al., 2014). Adenosine-5′-triphosphate (ATP) is a rich source of energy that aids 
cellular metabolism in all organisms and plays an important role in signal transduction (Tanaka 
et al., 2010). In animals, eATP plays a vital role in a number of cellular processes such as 
neurotransmission, cell growth, cell death, immune response and inflammation. Two plasma 
membrane purinoceptors have been identified to transduce these cellular processes: One is the 
P2X ligand-gated ion channels while the other one is P2Y G-protein-coupled receptor (Ralevic 
and Burnstock, 1998; Lustig et al., 1993; Abbracchio et al., 2006).  
In plants, most of the ATP is maintained inside the cell (Beis and Newsholme, 1975) and can be 
released into the extracellular matrix on pathogen attack or wounding, either of which serves as a 
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danger signal (Song et al., 2006; Tanaka et al., 2014). Earlier studies in plants have shown that 
extracellular ATP contributes to plant growth and development (Tanaka et al., 2010), but a 
recent discovery that identified DORN1 as a lectin receptor kinase of eATP (Choi et al., 2014) 
has confirmed that eATP also acts as a DAMPs signals in plants to induce PTI responses. In this 
study, loss-of- function dorn1 plants showed reduced expression of defence genes in response to 
both ATP treatment and wounding. These results were reversed in lines overexpressing DORN1 
confirming that eATP plays a part in DAMP signaling upon wounding by binding to the 
extracellular lectin domain of DORN1 receptor. 
Other well-characterized DAMPs in Arabidopsis are oligogalacturonides (OGs) (Ferrari, 2013). 
OGs are produced as a result of fragmentation of homogalacturon (HGA) a main component of 
pectins degraded by microbial polygalacturonase enzyme (PGs) or endogenous PG of the plant 
upon mechanical wounding (Cervone et al., 1989; Bellincampi et al., 2014; Orozco-Cardenas 
and Ryan, 1999). To inhibit microbial PG activity, the plant cell wall deploys a defence protein 
called PG-inhibiting protein (PGIP), which prevents further degradation of pectins. This leads to 
the production of elicitor-active OGs that are oligomers of α-1, 4-linked galacturonic acid and 
that act as danger signals activating a number of defence responses (Benedetti et al., 2015) such 
as phytoalexins accumulation (Davis et al., 1986), callose deposition, ROS burst, (Bellincampi et 
al., 2000; Galletti et al., 2008), glucanase and chitinase (Davis and Hahlbrock, 1987; Broekaert 
and Pneumas, 1988) and nitric oxide (Rasul et al., 2012) to induce PTI responses. Recently wall-
associated kinase (WAK1), an epidermal growth factor (EGF) similar to receptor kinase, has also 
been identified as a receptor for OGs (Brutus et al., 2010). Among five WAK genes, WAK1 is 
the only one induced upon OG treatment and wounding (Denoux et al., 2008; Wagner and 
Kohorn, 2001). Moreover, when overexpressed in Arabidopsis, WAK1 increases resistance to 
pathogens (Brutus et al., 2010). This shows that the trio of PG, PGIP and OG plays a significant 
role in plant innate immunity. 
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Fig. 2.1: DAMPs::PRRs pairs in Arabidopsis. Endogenous peptides (DAMPs) are produced as 
a result of cleavage of pro-peptides (PROPEPs) and are sensed by Arabidopsis leucine-rich 
repeat receptor kinases (LRR-RKs) PEPR1 and PEPR2. Degradation of cell wall produces 
oligogalacturonides (OGs) that are sensed by epidermal growth factor (EGF)-like RK WAK1 
while extracellular ATPs are recognized by lectin-domain (Lec) RK DORN1/LecRK-I.9 to 
induce PTI responses. Arrows in block and dashes indicate direct and lack of direct binding 
proofs, respectively (Zipfel, 2014). 
A fourth class of DAMPs has recently been identified in Arabidopsis (Choi et al., 2016). The 
High Mobility Group Box 1 (HMGB1) protein in mammals was the first DAMP to be identified 
and characterized followed by its related protein in Arabidopsis AtHMGB3. There are about 15 
genes in Arabidopsis that encode HMG box domain-containing proteins and they are subdivided 
in to four groups. (i) HMGB-type proteins, (ii) A/T-rich interaction domain (ARID)-HMG 
proteins, (iii) 3xHMG proteins that contain three HMG boxes (iv) The structure-specific 
recognition protein 1 (SSRP1) (Merkle and Grasser, 2011). In a recent study, Choi et al. (2016) 
found that extracellular AtHMGB3 also act as DAMP in plant and can induce similar defence
responses as Pep1. However, plasma membrane based receptors that detect and transduce 
responses to AtHMGB3 are yet to be discovered. 
1.3.3 Role of PG, PGIP and OG in plant-pathogen interactions 
Plant pathogens are generally classified in two classes according to their lifestyle: necrotrophs 
and biotrophs. Necrotrophic pathogens can infect plants by using certain CWDEs and toxins that 
kill the host and feed on the remains of dead tissue (Stone, 2001). On the other hand, biotrophic 
pathogens do not kill the host, but rather penetrate the host cell wall to get nutrients from the 
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living tissue using a specialised feeding structure and manipulating host defence responses 
without disturbing the cell membrane (Schulze-Lefert and Panstruga, 2003; Mendgen and Hahn, 
2004).
Because cell wall is the first barrier encountered by pathogens during the early phases of 
infection, they secrete certain CWDEs such as pectinases to degrade cell wall components (Jones 
et al., 1972; Mankarios and Friend, 1980). Among pectinases, PGs are the first enzymes to be 
secreted by certain biotrophic and necrotrophic pathogens such fungi, bacteria, and insects as a 
way of hydrolysing homogalacturonan in the plant cell wall to facilitate parasitism (De Lorenzo 
and Ferrari, 2002; Girard and Jouanin, 1999; Holbein et al., 2016). Amongst the fungi that are 
known to secrete PGs are Aspergillus flavus (Whitehead et al., 1995; Shieh et al., 1997), Botrytis 
cinerea (Favaron et al., 1992; ten Have et al., 1998), Aspergillus niger (Maldonado and de Saad, 
1998; van Santen et al., 1999) Alternaria citri (Isshiki et al., 2001) Claviceps purpurea (Oeser et 
al., 2002) and Sclerotinia sclerotiorum (Favaron and Marciano 1992; Li et al., 2004). A number 
of bacteria also produce PG including Agrobacterium tumefacians (Rodriguez-Palenzuela et al., 
1991), Ralstonia solanacearum (Huang and Allen, 2000) and Bacillus polymyxa (Nagel and 
Vaughn, 1961). Similarly, some species of insects that feed on plants produce PGs in their 
salivary glands, thereby causing considerable damage to plants (Laurema et al., 1985; Strong and 
Kruitwagen, 1968; Girard and Jouanin, 1999; Boyd et al., 2002; Frati et al., 2006; Celorio-
Mancera et al., 2008). 
Recent studies on the role of PGs as a virulence factor have been concluded through gene 
knockout and cloning strategies. Elimination of the Bcpg1 gene from Botrytis cinerea via partial 
gene replacement reduced virulence on tomato leaves and apple (ten have et al., 1998). Another 
study revealed that bacterial wilt pathogen Ralstonia solanacearum also needs PGs for 
successful pathogenesis. Mutant varieties lacking PehA (an endo-PG) show a slow colonisation 
on egg plants, and bacterial populations observed in the stems were much lower in comparison to 
the parent strain (Hung and Allen 2000). 
To tackle the cell wall degrading activity of microbial PGs, plant cell wall features LRR among 
which PGIP is deployed in the cell wall during early infection for successful inhibition of 
secreted PGs (De Lorenzo, 2001; Kalunke et al., 2015). PGIP is an important family of defence 
proteins whose members are present in variable numbers, from a small family of two genes in 
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Arabidopsis (Ferrari et al., 2003) to 16 in Brassica napus (Hegedus et al., 2008). In the model 
plant Arabidopsis thaliana, AtPGIP1 (At5g06860) and AtPGIP2 (At5g06870) are positioned on 
chromosome 5 with a similarity of 76.1% at the amino acid-level and separated by a short stretch 
of introns of 69 and 83 bp, respectively (Ferrari et al., 2003). Transgenic plants totally lacking 
PGIP activity has not been characterized so far (Kalunke et al., 2015). The crystal structure of 
PGIPs shows a central LRR with 10 imperfect repeating units, each derived from 24 amino acid 
residues. Most LRR proteins have one β-sheet connected with a helix on the convex side or β-
turns, but in PGIP, it is organised to form two β-sheets, one of which (sheet B1) occupies the 
concave inner side of the molecule and contains amino acid residues critical for the interactions 
with PGs (Di Matteo et al., 2003). This PG-PGIP interaction not only inhibits the cell wall-
degrading ability of PGs but also produces elicitor-active oligogalacturonides (OGs) (Figure 2.2; 
Dixon and Lamb, 1990) with a degree of polymerisation ranging 10-15 (Côté and Hahn, 1994) to 
activate defence responses.
PGIP genes are not only induced upon infection with pathogens but also with mechanical 
wounding (Bergmann et al., 1994; Li and Smigocki, 2016). Many studies have examined the role 
of PGIPs in plant defence against different pathogens. Transgenic Arabidopsis plants 
overexpressing AtPGIP1 and AtPGIP2 increase resistance against necrotrophic fungi and 
decrease disease symptoms. Similarly, the expression of AtPGIP2 is regulated through jasmonate 
and needs both COI1 and JAR1. Conversely, the transcript level of AtPGIP1 is strongly induced 
by exogenous application of oligogalacturonides but is independent of salicylic acid, jasmonate, 
or ethylene signalling pathways (Ferrari et al., 2003). Also, transgenic plants expressing an 
antisense of PGIP1 in Arabidopsis show enhanced susceptibility to Botrytis cinerea (Ferrari et 
al., 2006). The significance of the PGIP gene in plant defence has also been reported in 
transgenic crops. The first successful study reported that a transgenic tomato plant 
overexpressing pear PGIP (PcPGIP) increases the inhibitory activity against Botrytis 
cinerea PG, reducing lesion development (Powel et al., 2000). Similarly, transgenic tobacco and 
Arabidopsis plants overexpressing bean PGIP2 (PvPGIP2) have shown similar results against 
Botrytis cinerea infection (Manfredini et al., 2005). A recent study showed that virus induced 
gene silencing of GhPGIP1 in cotton enhances susceptibility when challenged with two fungal 
strains, Verticillium dahliae and Fusarium oxysporum f. sp. vasinfectum. Similarly 
overexpressing GhPGIP1 in transgenic Arabidopsis plants conferred resistance to both the 
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pathogens (Liu et al., 2017). In addition to response to fungi, PGIP also play a role in defence 
against bacteria. A recent study shows the role of OsPGIP4 playing a role in conferring 
resistance to bacterial leaf streak in rice (Feng et al., 2016). These studies show that PGIP plays 
a significant role in plant innate immunity. However, information regarding the role of PG, PGIP 
and OG in plant-nematode interactions is still limited. 
Fig. 2.2: A model of PG, PGIP and OG in plant-pathogen interactions. Fungus secretes cell 
wall degrading enzymes such as polygalacturonases (PGs) to hydrolyse cell wall components. 
The plant in return inhibit the activity of PGs by PG inhibiting proteins (PGIP) that leads to the 
accumulation of elicitor active oligogalacturonides (OGs) which are sensed by WAK 1 receptor 
to activate immune responses such as ROS burst, MAP kinase activation, callose deposition and 
nitric oxide etc. (Ferrari et al., 2013). 
1.4 Role of PG, PGIP and OG in plant-nematode interactions
In addition to fungi, bacteria and insects, PGs are also secreted by nematodes. The first PG of 
animal origin isolated from Meloidogyne incognita, has been suggested to be secreted into the 
host plant implicating a role in parasitism (Jaubert et al., 2002). A recent transcriptomic data of 
pre-infective juvenile of the cyst nematode Heterodera schachtii also identified a PG (Fosu-
Nyarko et al., 2016). Apart from the role of PGIP and its inhibitory activity of PGs, there are 
also some studies about the role of PGIP in defence other than the classical PG-PGIP 
interactions. In one study Veronica et al (2011) concluded differential expression pattern of 
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PsPGIP1 between susceptible and resistant pea genotypes against cyst nematode Heterodera 
goettingiana infection. In addition to this, in situ hybridization confirms that PsPGIP1 was 
localized specifically in syncytia in the resistant genotype suggesting the role of this gene in 
counteracting the successful establishment of syncytium in host root. Also loss-of-function 
mutant of Atpgip1 has prolonged seed germination by prompting pectin breakdown in the seed 
coat indicating a different role of PGIP genes in plants other than its inhibitory activity (Kanai et 
al., 2010). 
Due to lack of available information about the role of PG, PGIP and OG in plant-nematode 
interactions and whether OGs are produced as a result of nematode infection to activate defence
responses are indeed interesting questions to be answered. In order to address such questions, I 
focussed my research on the following objectives using Arabidopsis thaliana as model plant. 
As PGIP plays a role against different pathogens and has a well-defined function against a 
number of fungal strains; however there are not many detail studies about the role of PGIPs 
against nematodes.  My first objective was to characterize the role of PGIPs in plant defence
against root-knot nematode Meloidogyne incognita and cyst nematode Heterodera schachtii 
using Arabidopsis as a model organism. In order to achieve this objective I used different 
molecular tools including screening loss-of-function Arabidopsis pgip mutants against the 
infection of plant parasitic nematodes Heterodera schachtii and Meloidogyne incognita. I also 
produced transgenic plants expressing promoterPGIP::GUS to investigate the spatio-temporal 
expression of PGIPs during nematode infection. 
OGs are well characterized DAMPs in plant innate immunity. However, it is not known whether 
OGs play a role in DAMP triggered immunity against nematodes and whether they are produced 
upon nematode infection acting as danger signals and activate basal defence responses like other
plant pathogenic-interactions. Therefore, my second objective was to investigate the role of OGs 
upon nematode infection. 
PGs are secreted by a number of pathogens including nematodes to degrade cell wall and 
facilitate successful infection. However, the role of cyst nematode-derived PGs as pathogenicity 
factors are not clear. My third objective was to characterize the role of PGs from cyst 
nematode Heterodera schachtii. 
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2. Material and Methods
2.1 Plant material
Arabidopsis thaliana T-DNA insertion mutants in Col-0 background were ordered from 
Nottingham Arabidopsis stock center (NASC). The details about the seeds stock are given in 
Table 6. 
2.2 Preparation of medium 
The chemical composition and protocols used for the preparation of different media in this study 
are described as follows:  
2.2.1 Preparation of Knop medium 
Plants were grown in Knop medium for all experiments except for M. incognita infection assays 
as described previously (Sijmons et al., 1991). The chemicals and composition of the Knop 
medium is described in Table 2 and Table 3.  
Table 2: Chemicals used for the preparation of Knop medium 
Stock solution Chemical [g L
-1
] 
Stock solution I 
KNO3 121.32 g L
-1
 
MgSO4 7H2O 19.71 g L
-1
 
Stock solution II Ca(NO3)2 4 H2O 120 g L
-1
 
Stock solution III KH2PO4 27.22 g L
-1
 
Stock solution IV FeNaEDTA 7.34 g L
-1
 
Stock solution V 
H3BO3 2.86 g L
-1
 
MnCl2 1.81 g L
-1
 
CuSO4 5H2O 0.073 g L
-1
 
ZnSO4 7H2O 0.36 g L
-1
 
CaCl2 6H2O 0.03 g L
-1
 
H2MoO4 0.052 g L
-1
 
NaCl 2 gL
-1
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Table 3: Composition of Knop medium litre
-1
Composition Quantity 
Sucrose 20g L
-1
 
Daichin Agar 8g L
-1
 
B5 Vitamins 
 (added after autoclaved) 
1 mL L
-1
 
Stock solution I 2 mL L
-1
 
Stock solution II 2 mL L
-1
 
Stock solution III 2 mL L
-1
 
Stock solution IV 0.4 mL L
-1
 
Stock solution V 0.2 mL L
-1
 
Double distilled water (ddH2O) was used to adjust the volume to 1 litre while the pH was 
adjusted to 6.4 with KOH. The medium was autoclaved to avoid any contamination. After 
autoclaving, the medium was cooled down to 60
0
C. Vitamin B5 was added to the medium, which 
was poured into the Petri dish plates.  For selection of transformed plants, 25mg mL
-1
 of 
hygromycin was added to the media before pouring. 
2.2.2 Preparation of MS medium
Murashige and Skoog medium was used for the infections assays of M. incognita (Murashige & 
Skoog, 1962). The chemical composition for MS medium is shown in Table 4. 
Table 4: Preparation of Murashige & Skoog medium 
Chemicals Quantity (g L
-1
) 
MS salts including Vitamins 
and MES buffer 
4.7 g L
-1
 
Sucrose 20 g L
-1
 
Gelrite agar 5 g L
-1
 
ddH2O 1L 
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Gelrite agar was added after adjusting the pH to 5.7. The media was then autoclaved and poured 
into the petri dish plates. 
2.2.3 Preparation of LB medium 
Lauria-Broth (LB) (Bertani, 1951) liquid or solid medium was prepared for growing E. coli at 37 
0
C. Specific antibiotics with appropriate concentration (50µg mL
-1 
Kanamycin, 10µg mL
-1
Gentamycin and 100µg mL
-1
 Rifampicin) were added to the media for the selection of
transformed bacteria. The composition for the preparation of LB medium is shown in Table 5.
Table 5: Preparation Lauria-Broth (LB) medium (Solid) 
Ingredients Quantity (g L
-1
) 
Trypton 10 g L
-1
 
Yeast extract 5 g L
-1
 
NaCl 10 g L
-1
 
Agar 15 g L
-1
 
After mixing the ingredients, 1N NaOH was used to adjust the pH to 7.0. After autoclaving, 
appropriate antibiotics were added to the LB medium, which was then stored at 4
0 
C till further 
use. 
2.2.4 Preparation of YEB medium
Agrobacterium tumefaciens of the strain GV3101 were grown in YEB liquid or solid media 
supplemented with appropriate antibiotics (Rifampacin and Gentamycin) for 2 days at 28
0 
C. The 
ingredients used for the preparation of YEP media is shown in Table 6. 
Table 6: Preparation of YEP medium 
Ingredients Quantity (g L
-1
) 
Peptone 10 g L
-1
 
Yeast extract 10 g L
-1
 
NaCl 5 g L
-1
 
Agar 15 g L
-1
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After mixing the above ingredients, pH was adjusted to 7.0 with 1N NaOH. After autoclaving, 
appropriate antibiotics were added to the YEB media and stored at 4
0 
C.
2.3         Sterilization of Seeds 
To avoid any contamination, all transgenic lines were sterilized using 0.7 % sodium 
hypochloride (NaOCl) for 3 minutes followed by 3-times washing with autoclaved ddH2O. After
washing, seeds were spread on a sterile filter paper in a Petri dish and dried in the sterile bench. 
After drying the seeds, they were stored at 4
0
C for further use.
2.4 Genotyping and Expression check 
To confirm wild-type or mutant allele, Salk mutant lines were genotyped by designing 
genotyping primers through Salk T-DNA primer express 
(http://signal.salk.edu/tdnaprimers.2.htmL). For GABI-KAT lines, sterilized seeds were grown in 
Knop media supplemented with 50 mg mL
-1
antibiotic Sulfadiazine. The lines that survived and
grew on this selection media with 100% germination were considered homozygous. 
Homozygous lines were grown to collect seeds for further experiments while the heterozygous 
lines with less than 100% survival were discarded. A list of mutant lines with details is given in 
Table 7. 
To check the expression of the target gene in the mutant lines, RNA was extracted from 12 days 
old mutant and Col-0 plants grown on Knop medium according to the protocol given in below 
section (c.f. 2.5 RNA extraction). RNA was converted into cDNA using a High Capacity cDNA 
Reverse Transcription Kit (Applied Biosynthesis, Darmstadt, Germany) following manufacturer´ 
s protocol given below (c.f. 2.6. cDNA preparation).  
Table 7: Arabidopsis insertion lines details. 
Stock Name Stock centre code Locus Insertion 
site 
Gene/mutant  
name 
SALK_001662.33.10.x N683772 At5g06860 3’ UTR PGIP1 (pgip1-1) 
GK-092G09-012001 N665467 At5g06860 Exon PGIP1 (pgip1-2) 
GK-717A02-025309 N468738 At5g06870 Exon PGIP2 (pgip2-1) 
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Arabidopsis Information Resources (TAIR) was used to obtain the sequences of the PGIP genes 
used in this study. Forward and reverse primers for each gene were designed using PRIMER3 
software and were ordered from Invitrogen (Life technologies
 TM
) which are listed in Table 11,
12, 13, 14. After confirming the absence of the transcript (c.f. 2.7 RT-PCR), mutant lines were 
subjected to Heterodera schachtii and Meloidogyne incognita infection to have an insight about 
the role of these genes against these pathogens. 
2.5 RNA extraction 
RNA extraction for each experiment was performed using RNeasy Plant Mini Kit (Qiagen), 
following manufacturer´ s protocol. RNA was further digested with DNase1 using DNA-free™ 
DNA Removal Kit (Ambion) following manufacturer´ s protocol. RNA sample was eluted in 
30μL of RNase free H2O. NanoDrop2000 Spectrophotometer (Thermo Scientific Inc., USA) was 
used to measure RNA concentration and stored at -80
o
C.
2.6     cDNA preparation  
For cDNA synthesis, High Capacity cDNA Reverse Transcription Kit (Applied Biosynthesis, 
Darmstadt, Germany) was used following manufacturer´ s protocol as shown in Table 8. The 
cDNA synthesis was carried out on a C1000 PCR thermocycler (Bio-Rad, Munich, Germany) 
using the protocol shown on Table 9. Bio-Rad CFX Manager 2.1 Software was used for 
constructing and running the protocol.  
Table 8: Reverse transcription mix for generating cDNA template 
Chemicals  Quantity 
Nuclease free H2O  3.2 μL 
10X Reverse Transcription Buffer  2 μL 
10X Random Primer  2 μL 
25X dNTPs (100mM)  0.8 μL 
MultiScribeTM Reverse Transcriptase  1 μL 
RNasein 1 μL 
RNA  10 μL 
TOTAL  20μL 
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Table 9: Thermo cycler conditions for cDNA synthesis 
Cycle 1 Cycle 2 Cycle 3 Cycle 4 
Temperature 25 ºC  37 ºC  85 ºC  4 ºC 
Duration (min) 10 120 5 ∞ 
2.7 Polymerase Chain Reaction (RT-PCR) 
RT-PCR was performed to visualize the expression of genes for various experiments. Primers for 
target gene were designed manually or through software Primer 3 (http://primer3.ut.ee/) and 
TM
ordered from Invitrogen  Life technologies. A PCR mix of 25µL for each reaction was prepared 
by mixing buffer, dNTPs, Taq Polymerase, RNase free water, cDNA and specific primer for each 
gene (Table 10). The PCR reaction was set up depending on the required experiment: An initial 
denaturation for 5 minutes, followed by 40 cycles of denaturation at 95oC for 30 seconds. Primer 
annealing lasted for 30 seconds at 52oC and elongation/extension at 72oC and it was terminated 
by a longer extension step at 72oC for 5 minutes.
Table 10: RT-PCR reaction mixture for expression analysis 
Chemicals  Quantity  
Nuclease free H2O  17.4 μL 
25X dNTPs (100mM)  0.5 μL 
Taq Polymerase 0.1μL 
Forward Primer 0.5 μL 
Reverse primer 0.5 μL 
cDNA 1 μL 
TOTAL 25µL 
After completion of the PCR run, DNA electrophoresis was used to separate DNA fragments by 
size. To achieve this, 1% agarose gel was prepared by mixing 1g of Agarose with 100mL 1X 
TAE buffer. After heating for 2-3 minutes in an oven, the mixture was allowed to cool down and 
4µL of PeqGreen was added to it before pouring it slowly in a gel tray. After polymerization, the 
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comb was removed and the gel tray was placed in a gel tank supplemented with 1X TAE buffer. 
Samples were loaded along with DNA ladder and were allowed to run at 80 V for 60 minutes.
Afterwards, the DNA bands were visualized with UV light in a gel documentation chamber. 
2.8 Nematode infection assays 
To screen loss-of-function mutants and transgenic plants, infection assays were carried on with 
both cyst nematode (Heterodera schachtii), and RKN (Meloidogyne incognita). The infection 
assays procedure with both the nematodes is described as follow: 
2.8.1 Infection assay procedure with Heterodera schachtii 
For inoculation with Heterodera schachtii, cysts were collected from mustard stock culture 
grown in vitro on Knop medium under sterile bench. Around 200-300 cysts were picked with a 
forcep and were collected in a Baermann funnel containing 3mM sterile ZnCl2 that helps to 
stimulate the hatching of the pre-infective juveniles (J2). After 5-7 days, the J2s passed through 
the 100µm sieve and collected in a pipe closed with a clip. After collecting enough J2s, 
sterilization procedure was carried out to avoid any contamination during the infection process. 
For this purpose, an 11-µm sieve was used in which the J2s were collected under the sterile 
bench. 0.05% HgCl2 was then used to surface sterile the nematodes for 3 minutes followed by 
3X washing with autoclaved distal water for 3 minutes each. After sterilization, 70-80 J2s plant
-1
were used to inoculate 12-days-old plants grown in Knop medium. After 12-14 days post 
inoculation (dpi), the following parameters were recorded. 
2.8.1.1 Average number of nematodes plant
-1
Average number of males and females nematodes plant
-1
 were counted under the binocular. The 
females were marked as dots while the male were marked as cross on the Petri dish. Two plants 
per Petri dish and 20 plants per ecotype were used in each experiment. At least 5-15 female 
plant
-1
were observed under optimal inoculation.
2.8.1.2 Average syncytium and female sizes 
At 14 dpi, at least 30 infection sites containing syncytia and associated female sizes were 
photographed using a stereo microscope (LEICA M165 C; Leica Microsystems Ltd, 
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Germany).The area of female and syncytium was measured using outline tool of LAS software 
(Leica Microsystems). 
2.9 Infection assay procedure with Meloidogyne incognita 
2.9.1 Harvesting of eggs 
To carry out infection assay with Meloidogyne incognita, we first harvested their eggs from 3-
months-old tomato plants grown in soil. The roots containing galls were washed with water and 
cut in to smaller pieces with the help of a scissor. Afterwards, the root pieces were grinded for 30 
s in 1 litre blender jar containing 1.5 % Sodium hypochlorite followed by washing with water. 
To collect eggs, four sieves with different pore sizes were used starting from 250 µm on the top
followed by sieves of 150 µm, 50 µm, and 25 µm respectively. The water containing eggs were
poured on the top sieve and washed several times. The dirt and root pieces remained in the 
bigger size sieves while clean eggs were collected in the bottom sieve of 25 µm. These eggs were
collected in a 50mL tube for further purification. The collected eggs were centrifuged at 3000 
rpm for 1 minute. The supernatant was removed and the egg-pellet was washed with 35% 
sucrose solution followed by a careful suspension in 1.0-1.5 cm tap H2O. The suspension was 
again spinned down at 2000 rpm for 3 minutes leading to floating of the eggs at the interface 
between sucrose and water. The eggs were collected with a glass Pasteur pipette and were 
transferred to a 25 µm sieve. Washings through water removed the sugar immediately as sugar 
can damage the eggs (Schaik, 2011).  
Purification of eggs was followed by their surface sterilization. For this, the eggs were incubated 
in 10% sodium hypochlorite for 3 minutes followed by 3X washings with autoclaved water to 
remove any residual sodium hypochlorite from the eggs. The eggs were then collected in a 50mL 
falcon tube and 2mL of 22.5mg mL
-1
 gentamycin sulfate and 150 µL of nystatin was added to it. 
The volume was adjusted to 30mL with sterile water and poured into an autoclaved-hatching 
chamber sealed with parafilm and stored at 27 
0
C in the dark.
After 3-5 days of incubation, the hatched J2s were collected in a 2mL tube and spinned down at 
8000 rpm for 45 seconds. The supernatant was removed and 1 mL of 0.5% (w/v) streptomycin-
penicillin solution was added. After re-suspension for 20 minutes, the J2s were spinned down at 
8000 rpm for 45 seconds. The supernatant was carefully removed and nematodes were 
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incubated in 0.1% (w/v) ampicillin-gentamycin solution for 20 min. After incubation, nematodes 
were spinned down at 8000 rpm for 45 sec. Afterwards, they were washed with sterile tap water 
for 5 minutes followed by centrifugation at 8000 rpm for 45 seconds. A final incubation was 
performed with 0.1% (v/v) chlorhexidine solution for 3 minutes followed by 3X washing with
autoclaved tap water. These surface-sterile nematodes were then used for inoculating the12-days-
old Arabidopsis plants grown in MS medium with gelrite and put it in dark. 
2.9.2 Average gall number and average gall size measurements 
After 21 dpi, average numbers of galls were counted under a dissecting microscope binocular. 
After recording gall number, galls were photographed using a stereomicroscope (LEICA M165 
C; Leica Microsystems Ltd, Germany). Average gall sizes were measured by using outline tool 
of LAS software (Leica Microsystems). Approximately 30 galls were outlined and measured for 
each experiment. 
 2.10 Nematode-infected root collection 
Both Col-0 and loss-of -function mutants were grown in Knop medium with a 16h light and 8h 
dark cycle at 25°C. 12-days old plants were infected with 90-100 sterilized J2s of H. schachtii. 
At 10 hours post inoculation (hpi), small root segments surrounding nematode head (0.5 cm) 
were cut with a forcep and shock frozen in liquid nitrogen. Similarly for sample collection at 
10dpi, syncytia associated with female nematodes were cut with a forcep and shock frozen in 
liquid nitrogen. RNA extraction and cDNA synthesis was performed as described above. 
2.11 Quantitative real-time (qRT) PCR 
For quantification of gene expression analysis, qPCR was performed using a MicroAmp® fast 
optical 96 well reaction plate (Applied Biosystems), with an ABI StepOnePlus
TM
Real Time PCR 
System (Applied Biosystems, Germany). A total master mix of 20μL was used in each well 
containing 10 μL SYBR Green (Invitrogen), 0.5 μL 10 nM primers, 8.5μL ddH2O and 1 μL of 
cDNA template. Following PCR conditions were used in 40 cycles: First cycle of 95°C for 
10 min, followed by 40 cycles with each cycle 95°C for 15 s, 60°C for 60 s. UBQ5 and β-tublin 
were used as an internal control for each experiment. Difference in gene expression was 
calculated using Pfaffl’s method (Pfaffl, 2001). 
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2.12 Extraction of Genomic DNA from Arabidopsis 
For genomic DNA extraction, 12-days-old Arabidopsis plants grown on Knop medium were 
harvested and frozen in liquid nitrogen. The leaf samples were grounded to a fine powder with 
the help of Precellys homogenizer. To the powder, 0.5 mL of cetyltrimethylammonium bromide 
(CTAB) buffer was added and incubated for 15 minutes at 55°C. After incubation, samples were 
spinned down at 12000 rpm for 5min. The supernatant was shifted to a fresh tube followed by 
the adding 250 μL of Chloroform: Iso Amyl Alcohol (24:1) and mixed by inversion. After this 
step, the tube was spinned down at 13000 rpm for 1 min to get two phases in the tube. The upper 
aqueous phase was transferred to a clean tube to which 50 μL of 7.5 M Ammonium Acetate was 
added followed by 500 μL of ice cold absolute ethanol. For DNA precipitation, samples were 
incubated for 1 hr at -20 
0
C. After precipitation, the samples were centrifuged to get the pellet
DNA. Remove the supernatant and washed the DNA pellet twice with 500μL of 70 % ethanol. 
After washing, spin down the samples at 13000 rpm for 1 min. After removing the supernatant, 
DNA was allowed to dry for 15 minutes. Finally, the DNA was dissolved in 40-50 μL sterile 
DNase free water. 
CTAB Buffer for Isolation of Genomic DNA 
2.0 g CTAB    (Hexadecyltrimethyl-ammonium bromide) 
10.0 mL      1 M Tris pH 8.0 
4.0 mL         0.5 M EDTA pH 8.0 (EthylenediaminetetraAcetic acid Di- sodium salt) 
28.0 mL     5 M NaCl 40.0 mL H2O 
1 g PVP 40 (polyvinyl pyrrolidone (vinylpyrrolidinehomopolymer) Mw 40,000) 
Adjust all to pH 5.0 with HCL and make up to 100 mL with H2O. 
2.13 Gateway cloning 
A Gateway cloning system was used to generate all transgenic plants used in this study. The 
cloning procedure was carried out with a Gateway Cloning Kit from Thermo Fisher Scientific 
(Inc., Massachusetts (US). This technique comprised of performing a BP reaction and an LR 
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reaction using BP clonase and LR clonase enzymes respectively. In BP reaction, an entry clone 
was developed between an attB-flanked target DNA fragment and an attP-containing donor 
vector. The donor vector used to clone the amplified PCR product was pDONR207 mixed with a 
BP clonase enzyme according to manufacturer’s protocol. The reaction mixture was incubated for 
3-4 hours at 25
0
C followed by the addition of 1μL of proteinase K and incubation for 10 min at
37 
0
C. The mixture was then used to transform competent cells of an E. coli strain DH5α. Heat 
shock for 50s at 42
0
C was used for transformation. Transformed cells were grown in a YEB 
medium at 37
0
C for 1.5 hours. Afterwards, they were streaked on LB plates containing 10µg mL-1
gentamycin and were let grew overnight at 37
0
C. The positive colonies were screened via colony
PCR. Afterwards, positive colonies were grown overnight in an LB medium with gentamycin
from which plasmid was extracted following day with a Plasmid Extraction Kit (Macherey-Nagel, 
Düren, Germany). Positive colonies were confirmed through sequencing (GATC Biotech AG, 
Konstanz, Germany). In addition, a stock culture was prepared by dissolving the transformed cells
in LB media in 50 % glycerol and stored at -80°C. This plasmid was then preceded to an LR 
reaction by mixing it with a destination vector and LR clonase enzyme according to 
manufacturer’s protocol. The gene of interest will be exchanged via homologues recombination 
from entry vector into destination vector (pMDC162, pMDC32; Curtis and Grossniklaus, 2003). 
Similar procedure was carried out for transformation as described above except the selection 
media was replaced with 50µg mL
-1 
Kanamycin. After confirmation of the sequence, the plasmid
was directly transformed into competent Agrobacterium tumefaciens cells (strain GV3101) and 
shock frozen in liquid N2 for 5s followed by heat shock at 37
0
C for 5 minutes. The transformed
agrobacterium was allowed to grow in YEB medium for 2 hours at 280C. Afterwards, the bacteria 
was streaked on LB plates supplemented with appropriate concentration of Rifampicin (35µg 
mL-1), Kanamycin (50µg mL-1) and Gentamycin (10µg mL-1) and allowed to grow at 28 0C for 2 
days. After confirming colonies with a colony PCR, the positive colonies were grown in the same 
selection media without agar overnight and stored in 50% glycerol at -80 0C. Later on this 
construct is used for transformation of Arabidopsis plants or mutants. 
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2.14 Cloning and transformation of Promoter::GUS lines 
Promoter regions upstream of start codon of PGIP1 (1214bp) and PGIP2 (483bp) as previously 
done by Ferrari et al., 2003 were amplified from genomic DNA using promoters given in Table 
13 and cloned in a gateway cloning vector pDONR 207 (Invitrogen) according to manufacturer’s 
instructions. The verified fragments were cloned in an expression vector pMDC162 fused with 
beta-glucuronidase (GUS) gene (Curtis and Grossniklaus, 2003). These promoter::GUS 
constructs were introduced into Agrobacterium tumefaciens strain GV3101 for the 
transformation of 4-6 weeks old Arabidopsis plants by floral dip method (Clough and Bent, 
1998). After drying of plants, seeds (T0) were harvested and sterilized before growing on Knop 
medium supplemented with 25µg mL
-1
 Hygromycin. Only the transformed plants will survive on 
the selection medium.Three independent homozygous plants (T2) were selected for further 
analysis.  
2.15 Generation of overexpression and complementation lines 
To overexpress AtPGIP1 and AtPGIP2, full-length coding sequence of both genes was amplified 
from cDNA synthesized from RNA isolated from 12-days-old Arabidopsis plants. The primer 
pairs used to amplify the coding sequences from both genes are listed in Table 14. The amplified 
PCR product was cloned in to Gateway cloning vector pDONR207 (Invitrogen). The clone 
fragments were verified through sequencing and introduced again in the gateway system 
pMDC32 vector under the control of double Cauliflower Mosaic virus (CaMV) 35S promoter to 
engineer AtPGIP1 and AtPGIP2 overexpression. The verified constructs were introduced into 
Agrobacterium tumefaciens strain GV3101, which was used for the transformation of 4-6 weeks 
old Col-0 plants by floral dip method (Clough and Bent, 1998). After drying of plants, seeds (T0) 
were harvested and sterilized before growing on Knop medium supplemented with 25µg mL
-1
hygromycin. The plants resistant to hygromycin were considered to be transformants and were 
grown to produce homozygous plants. At least two to three independent homozygous lines with 
highest up regulation were selected for further studies. Complemented lines of pgip1 mutants 
were obtained by cloning a wild-type copy of PGIP1 gene under the control of CaMV 35S 
promoter using Gateway Cloning system as described above. Two homozygous complemented 
lines of the wild-type gene were used in this study. 
2.16 Histochemical GUS analysis in syncytium 
39 
Homozygous lines were grown in Knop medium and infected with nematodes to analyse the 
GUS expression in a time-course analysis. The infected roots were incubated with X-gluc 
solution staining (Biomol, Hamburg, Germany) dissolved in 0.1 M sodium phosphate buffer pH 
7.0 containing 0.1% Triton-X 100, 0.5 mM K3[Fe(CN)6], 0.5 mM K4[Fe(CN)6] and 10 mM 
Na2EDTA for 12-14 hours at 37 
0
C. After overnight staining, the reaction was stopped and 
samples were washed with 70% ethanol. Staining was carried out at different time points for 
Heterodera schachtii (1, 3, 5 and 10 dpi) and Meloidogyne incognita (1, 3, 7, and 15 dpi). The 
stained syncytia were photographed with a Leica DM4000 inverted Microscope having LAS 
software (Leica Microsystems) fitted with an Olympus C-5050 digital camera. 
2.17 Measurement of ROS 
Apoplastic measurement of hydrogen peroxide in leaf disc was carried out by luminal based 
detection method as previously described (Roux et al., 2011). Arabidopsis plants were grown in 
Knop medium for two weeks after which leaf discs measuring 3 mm
2
 were cut with round cork 
borer and placed in a 96 well plate (Grenier Bio-One) containing 50-100µL sterile water for 12 
hours to reduce wounding response. After overnight incubation, the water was removed and 
replaced with an elicitation solution comprising of 35µL of 1µM luminol derivative 8-amino-5-
chloro-7 phenylpyrido[3,4-d]pyridazine-1,4(2H,3H) dione (L-012)  (Nishinaka et al., 1993; 
Wako, chemicals), 15 µL of 20µg mL
-1
 horseradish peroxidase (Sigma-Aldrich, Germany) and 
50 µL of 1µM flg22 peptide. Light emission was measured as relative light units (RLU) in a 96-
well Lumino meter (Mithras LB 940; Berthold Technologies). Each ROS experiment was 
repeated 3 times with similar results. 
2.18 Plants treatment with OGs 
For OG treatment, Arabidopsis seeds were sterilized and grown in 6-well plates containing 5 mL 
liquid KNOP medium. After 9 days of germination, the media was removed and a 3mL of 
fresh media was added to the wells before adding 30µL of OGs with a final 
concentration of 50µg mL-1.
After 24 hours of treatment, the plants were gently placed in a semi solid Knop media and 
allowed to settle down from any stress for few hours. Water treated plants were used as a control 
and handled in the same manner. Afterwards, the OG- and water-treated plants were inoculated 
with 70-80 sterile J2s per plant and evaluate for the infection after 12-14 dpi as described above. 
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Table 11: Primer sequences used in gene expression analysis 
Gene Locus Forward Primer Reverse Primer 
JAZ8 At1g30135 TGTGTTTTTCTTCAGATGTTACCC TCTCTGCTTGCGATCGATATT 
PROPEP1 At5g64900 ACGAAGCGAAGAAAGTCACC TTCGGCTGTTTCGAAGTTCC 
NPR2 At4g26120 AAACCGAGTTGCACTTGCTC AGTGATGTCCGCTTTTCACC 
PAD3 At3g26830 TTAAGCTCGTGGTCAAGGAGAC GACCCATCGCATAAACGTTGAC 
CYP81F2 At5g57220 ATCGTGCTAGTGAACGCTTG TTCGTCCGTTACCAAACACC 
CYP71A12 At2g30750 GCTTCTTGAGATCCCTTGCG GTGATGTGGTGTTTGGTCCC 
PGIP1 At5g06860 AGTCCCTGACCTTCGCCTAT AGCATCACCTTGGAGCTTGT 
PGIP2 At5g06870 AACAAGCTTCAAGGCGATGC AACCTTGGAGAGATCGAACTGG 
β-tublin At5g44340 TTTCCGTACCCTCAAGCTCG GTGAAGCCTTGCGAATGGGA 
UBQ5 At3g62250 GTTAAGCTCGCTGTTCTTCAGT TCAAGCTTCAACTCCTTCTTTC 
Table 12:  Primer sequences used in expression check for the mutants 
Gene AGI code Forward Primer Reverse Primer 
PGIP1 At5g06860 CTGACAGGTCCAATTCCTGAC AATCCATCAAATAAAACATTTTGAA 
PGIP2 At5g06870 TCTTGTCCACTCTCCTCCTCA CCGGAATACTCCCTGTGATG 
Table 13:  Primer sequences used in developing promoter::GUS lines 
Gene AGI code Forward Primer Reverse Primer 
PGIP1 At5g06860 AAAAGGGCAGGCTAGGCTAA CTGAGGCAATGTCTTCACCA 
PGIP2 At5g06870 ACCAAGCTTATCTCTAGGAT GAGTTTTTATGGAAACTATGATTG 
Table 14: Primer sequences used in developing overexpression lines 
Gene AGI code Forward Primer Reverse Primer 
PGIP1 At5g06860 ATGGATAAGACAGCGACATTGTGTC TTACTTGCAAATTTCAAGAGGAGCAC 
PGIP2 At5g06870 ATGGATAAGACAATGACACTGTTC TCACTTGCAACTAGGAAGAGG 
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3. Results
Although PAMP/DAMP-triggered immune responses (PTI) are activated in response to different 
pathogens, details of such responses to nematode infection are largely unknown (Holbein et al., 
2016). But some recent work shows the relevance of PTI in context of plant-nematode 
interaction. For example, several PTI-deficient mutants were shown to be hypersusceptible to 
infection by RKN (Peng and Kaloshian, 2014; Teixeira et al., 2016; Mendy et al., 2017). A 
growing number of PTI-suppressing effectors have also been characterized during last many 
years (Lozano-Torres et al., 2014; Mantelin et al., 2015). Even so, the role of OGs, PGs, and 
PGIPs in plant-nematode interactions remained mostly obscured. In this study, we characterized 
the role of Arabidopsis PGIP1 and PGIP2 genes against plant parasitic cyst nematodes 
Heterodera schachtii and root-knot Meloidogyne incognita. The results of the experiments are 
discussed here. 
3. 1 PGIP genes are induced upon nematodes infection 
3. 1. 1 Microarrays data and qPCR validation
To characterise the role of PGIPs against nematodes, we first analysed the expression of these 
genes in our published transcriptomic data. The data revealed that both PGIP1 and PGIP2 genes 
are significantly upregulated in response to infection by Heterodera schachtii when compared to 
control roots at different developmental stages. The expression of both PGIP1 and PGIP2 were 
upregulated at infection site at 10 hours post inoculation (hpi) to a fold change of 3.98 and 1.07 
respectively when nematodes were still in their migratory stage (Mendy et al., 2017). Similarly, 
the published data from Szakasits et al (2009) at 5 and 15 dpi (days post inoculation) also 
showed an upregulation of fold change 3.70 for PGIP1and 0.70 for PGIP2 (Table15). 
Locus Gene Name Root vs Sync (5 + 15dpi) 
(Szakasits et al., 2009) 
Root vs migratory stage 
(10 hpi) (Mendy et al., 
2017) 
At5g06860 PGIP1 3.40 *        3.98 * 
At5g06870 PGIP2 0.70     1.07 
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Table 15: Expression of PGIP1 and PGIP2 in microarrays data upon H. schachtii infection. 
Values are relative fold change. Asterisks indicate significant difference to control. 
To validate the chip data results, we cut root segments containing the infection site at different 
stages of Heterodera schachtii infection and did a qRT-PCR (Figure 1). The results showed an 
upregulation to a fold change of 3.11 for PGIP1 and 1.91 to PGIP2 at 10 hpi in comparison to 
uninfected roots. The transcript level was also increased for PGIP1 at 10 dpi in syncytium 
associated with females (1.77 fold-change), which was slightly lower for PGIP2 (0.85 fold 
change) in same samples. 
Figure 1: PGIPs genes are activated in Arabidopsis upon cyst nematode infection. Validation 
of variations in the expression of PGIPs upon nematode infection via qRT-PCR. The values 
shows a relative fold change upon nematode infection as compared with control roots. UBQ5 and 
β-tublin was used as housekeeping genes to normalize the data. Bars represent mean ± SE for 
three independent biological replicates. 
As there was no significant up regulation of PGIP1 and PGIP2 in different chip data conducted 
with Meloidogyne incognita at 3 dpi, 7dpi,14 dpi and 21 dpi galls, so validation for this data was 
not done in this study. 
43 
3. 1. 2 Activation of PGIP::GUS expression in Arabidopsis roots upon cyst and RKN
infection 
To further understand spatio-temporal expression of PGIPs during plant-nematode interaction, 
we transformed Arabidopsis with PGIP1::GUS or PGIP2::GUS construct and generated three to 
five independent homozygous lines. First, we performed a time-course promoter::GUS analysis 
subsequent to infection by BCN. Although we saw no staining in uninfected root segments, the 
majority of root infection zones exhibited a strong GUS staining at 1 dpi, 3 dpi and 5 dpi. 
However, the intensity of GUS staining was reduced considerably at 10 dpi (Figure 2A). Next, 
we analysed the PGIP1::GUS and PGIP2::GUS upon infection with RKN M. incognita. We 
found no staining at 1 dpi for both PGIP1 and PGIP2 but a specific staining was present at 3dpi 
onwards in giant cells by RKN M. incognita (Figure 2B). 
Figure 2: Activation of PGIP::GUS expression in Arabidopsis roots upon cyst and RKN 
infection. (A) Expression of PGIP1::GUS and PGIP2::GUS in Arabidopsis roots upon wounding
or H. schachtii infection at 1, 3, 5 and 14 dpi, respectively. Scale bar =200 μm (B) Expression of
A B
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PGIP1::GUS and PGIP2::GUS in Arabidopsis roots upon M. incognita infection at 1, 3, 7, 12 
and 15 dpi, respectively. Scale bar =200 μm. 
3. 2 PGIP- and OG-mediated signaling is involved in cyst nematode infection 
To define a role for PGIP1 and PGIP2 against nematode infection, we ordered T-DNA insertion 
mutants from Arabidopsis stock centre. pgip1 mutant lines having two independent insertions, 
one in an exon (pgip1-1; Figure 3A) and another in 3′ UTR region (pgip1-2; Figure 3B) were 
selected for this study. However, a single pgip2 mutant with a T-DNA insertion in an exon 
region was selected (pgip1-2; Figure 3C).  
Figure 3: T-DNA insertion map for pgip1-1, pgip1-2 and pgip2-1.  (A, B, C) Arabidopsis 
genes pgip1-1, pgip1-2 and pgip2 showing the position of T-DNA insertion as indicated by the 
triangles. 
To confirm whether knocking out target gene led to an absence of in selected lines, we extracted 
RNA from 12-days-old mutant plants and used RNA from Col-0 as control. Primers were 
designed on either side of T-DNA insertion (Table 11). No expression of either gene was 
detected through RT-PCR using β-tubulin as a positive control and water as a negative control, 
A B 
C 
45 
which confirmed that the mutants are homozygous (Figure 4). Also the homozygous mutants did 
not show any phenotypic aberrations and could be used for the experiments. 
Figure 4: Expression check of pgip1-1, pgip1-2 and pgip2-1.Gel picture showing expression 
check (RT-PCR) from the cDNA of all the tested mutants compared to Col-0. β-tubulin was used 
as a positive control, while water was used as a negative control.  
To characterize the role of PGIPs in nematode infection, we grew loss-of-function T-DNA 
insertion mutants for PGIP1 and PGIP2 (for PGIP1, pgip1-1 and pgip1-2; for PGIP2, pgip2-1) 
in vitro for 12 days and infected them with J2s of either BCN or RKN, as described in the 
Methods section. For BCN, we counted the number of females, number of males, average size of 
syncytium and average size of females at 14 dpi. We found a significant increase in the average 
number of females in both mutant lines for PGIP1 (pgip1-1 and pgip1-2) when compared with 
Col-0 (Figure 5A and Supplementary Figure 1A). Similarly, we observed a significant 
increase in average syncytium size in pgip1 (pgip1-1 and pgip1-2) but noted no differences in 
average female size (Figure 5B, C and Supplementary Figure 1B, C). Conversely, pgip2-1 
mutants showed no significant differences in average female numbers, average female size and 
average syncytium size, but a significant decrease in average number of males was observed 
when compared with Col-0 (Figure 5D-F).  In comparison to BCN, there was no change in 
average number or in average size of galls, induced by RKN among all tested lines (Figure 5G–
J).  Altogether, we conclude that knocking out PGIP1 leads to hypersusceptibility of plants to 
cyst nematodes but not to root-knot nematodes. PGIP has been shown to promote the formation 
of OGs, which in turn activate host defence responses to restrict pathogen development. To
evaluate whether OGs plays a similar role in plant-nematode interaction, we treated the 
Arabidopsis plants with OGs and infected them with BCN (see Methods for details). We found 
that number of females as well as size of syncytium and females was significantly reduced in 
plants treated with OGs as compared to water-treated plants (Figure 5K-M). 
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Figure 5: Cyst Nematode infection assays in pgip1, pgip2 and OG-treated plants.  (A) 
Average number of females and males per plant present in Col-0 and pgip1-1 mutant lines at 14 
dai. (B, C) Average female sizes (B) and plant syncytia (C) in Col-0 and pgip1-1 mutant lines. 
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(D) Average number of females and males per plant present in Col-0 and pgip2-1 lines at 14 dai.
(E, F) Average female sizes (E) and plant syncytia (F) in Col-0 and pgip2-1 mutant lines. (G, I)
Average number of galls per plant present in Col-0, pgip1-1 (G) and pgip2-1 (I) mutant lines at
21 dai. (H, J) Average size of galls per plant present in Col-0, pgip1-1 (H) and pgip2-1 (J)
mutant lines at 21 dai. (K) Average number of females and males per plant present in water- or
OG-treated Col-0 plants at 14 dai. (L, M) Average female sizes (L) and plant syncytia (M) in
water- or OG-treated Col-0 plants at 14 dai. Bars represent mean ± SE for three independent
biological replicates. Data were analysed using student’s T-test (p< 0.05). Asterisks represent
statistically significant difference to corresponding Col-0.
As pgip1 mutants are susceptible to CN, so to confirm further whether this suceptiblity is due to 
absence of PGIP1, we transformed pgip1-1 mutants with 35S::PGIP1 construct and analysed the 
homozygous plants via nematode infection assays. Indeed, we found that transgenic plants 
showed no changes in susceptibility to BCN as compared to Col-0 (Figure 6). 
Figure 6: Nematode infection assays in complementation lines for pgip1 (35S::PGIP1/pgip1-
1) mutant lines. (A) Two independent homozygous lines overexpressing PGIP1 in pgip1-1
background (35S::PGIP1/pgip1-1-P1, 35S::PGIP1/pgip1-1-P2) were selected and analysed for
changes in transcript abundance of PGIP1. Bars are the mean ± SE for three independent
biological replicates. (B, D) Average sizes of female nematodes (B) and plant syncytia (D) in
Col-0 and 35S::PGIP1/pgip1-1complemention lines for pgip1 at 14 dai. (C) Average number of
females and males per plant present in Col-0 and 35S::PGIP1/pgip1-1 complementation lines for
pgip1 at 14 dai.
 Col-0      35S::PGIP1/pgip1-1-P1  35S::PGIP1/pgip1-1-P2 
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3. 3 Overexpression of PGIP1 decreases susceptibility to cyst nematode but not to root-
knot nematodes 
Because loss-of-function pgip1 mutants were hypersusceptible to H. schachtii infection, we 
hypothesized that overexpression of this gene might reduce susceptibility to nematode infection. 
To test this hypothesis, we produced transgenic plants expressing PGIP1 or PGIP2 under the 
control of 2xCaMV 35S promoter (35S::PGIP1; 35S::PGIP2). Three homozygous lines for 
35S::PGIP1 (P2, P9, and P10) that showed the highest upregulation through qRT-PCR were 
selected for further experiments (Figure 7A). No obvious phenotypic changes were observed in 
the transgenic lines as compared to wild type. We inoculated 12-day-old plants of the transgenic 
lines along with Col-0 with infective juveniles of H. schachtii and collected data after 14 dpi. 
Although we saw a significant reduction in female numbers as well as in total number of 
nematodes per plant for P9 and P10, there was no change in both the parameters for P2 (Figure 
7B). In addition to number of nematodes, we also measured average size of females and 
syncytium; we found that average size of syncytium was decreased significantly in all three 
tested lines (Figure 7C, D). 
Figure 7: Nematode infection assays in PGIP1 overexpression lines.  (A) Three independent 
homozygous lines (P2, P9, P10) overexpressing PGIP1 (35S::PGIP1) were selected and 
analysed for changes in transcript abundance of PGIP1. Bars represent mean ± SE for three 
independent biological replicates. (B) Average number of females and males per plant present in 
Col-0 and PGIP1 overexpression lines at 14 dai. (C, D) Average sizes of female nematodes (C) 
and plant syncytia (D) in Col-0 and PGIP1 overexpression lines at 14 dai. Bars represent mean ± 
SE for three independent biological replicates. Data were analysed using student’s T-test (p< 
0.05). Asterisks represent statistically significant difference to corresponding Col-0. 
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We also tested transgenic plants overexpressing PGIP2 against infection with Heterodera 
schachtii. Unlike 35S::PGIP1, no significant change was observed in any parameter of any line 
overexpressing PGIP2 (Figure 8A–D).  
Figure 8: Nematode infection assays in PGIP2 overexpression lines.  (A) Two independent 
homozygous lines (P1, P2) overexpressing PGIP2 (35S::PGIP2) were selected and analysed for 
changes in transcript abundance of PGIP2. Bars are the mean ± SE for three independent 
biological replicates. (B) Average number of females and males per plant present in Col-0 and 
PGIP2 overexpression lines at 14 dai. (C, D) Average sizes of female (C) and plant syncytia (D) 
in Col-0 and PGIP2 overexpression lines at 14 dai. (B-D) Bars represent mean ± SE for three 
independent biological replicates. Student’s T-test was used for data analysis (p< 0.05). 
We also tested PGIP1 or PGIP2 overexpression lines against Meloidogyne incognita and found 
no effect on average number as well as average size of galls (Figure 9). 
Figure 9: Root-knot nematode infection assays in PGIP1 and PGIP2 overexpression lines.  
(A) Average number of galls per plant present in Col-0, and PGIP1and PGIP2 overexpression
lines at 21 dai. (B) Average size of galls per plant present in Col-0, PGIP1and PGIP2
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overexpression lines at 21 dai. Error bars indicate mean ± SE for three independent biological 
replicates. Data were analysed using student’s T-test (P< 0.05). 
3.4 PGIP-mediated defence responses activate glucosinolate and camalexin responses 
Apoplastic production of ROS is one of the hallmarks of PTI responses, which are activated after 
pathogen attack or elicitor treatment (O’Brien et al., 2012). To investigate whether these PTI 
responses are dependent on the function of PGIPs and whether the hypersusceptibility of pgip1 
mutants results from impaired production of ROS, we carried out luminal-based detection 
method of quantitatively evaluating PTI responses. Leaf discs from 2-week-old pgip1 and pgip2 
plants did not show any significant difference when compared to wild type in response to flg22 
(Figure 10A). This experiment showed that elicitor-induced ROS production is independent of 
both PGIP1 and PGIP2, indicating that it plays no role in PGIP-mediated defence responses. 
Next, we hypothesized that the hypersusceptibility of pgip1 mutants might be due to impaired 
expression of defence-related pathway genes. To test this hypothesis, we assessed the expression 
of a few marker genes that are highly upregulated during the migratory stages of infection in our 
published transcriptome data (Supplementary Table 1). These genes were JAZ8 (Chini et al., 
2007) involved in Jasmonic acid induction and signalling, NPR2, a salicylic acid marker gene 
(Canet et al., 2010) and PROPEP1, a member of the PROPEP family that is induced upon 
wounding (Huffaker et al., 2006). We also tested three genes involved in the synthesis of 
camalexin and indole-glucosinolate that were also highly upregulated in the chip data. We 
choose CYP81F2, which encodes a cytochrome P450 enzyme and which is involved in indol-3-
yl-methyl glucosinolate catabolism (Clay et al., 2009); CYP71B15 (PAD3), which catalyses the 
final step in camalexin biosynthesis (Schuhegger et al., 2006; Zhou et al., 1999); and CYP71A12, 
which catalyses the conversion of IAOx to IAN (Millet et al., 2010). After specificity check, the 
efficiency of the primers was checked through qPCR (Supplementary Table 2). 
At first, we wanted to know about the expression of these selected marker genes in un-infected 
roots of pgip1 and pgip2 using Col-0 as control. Our data showed no significant change in 
expression of all tested genes between Col-0 and pgip mutants in uninfected roots. These results 
showed that the tested genes were not impaired in their expression at the basal level (Figure 
10B-G). Next we wanted to check the expression of these marker genes upon infection with 
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Heterodera schachtii. We cut root segments at 10 hpi, representing the migratory stage of 
nematode infection, and used these samples for qRT-PCR analysis. We found no change in 
expression of JAZ8, PROPEP1 or NPR2 in pgip1 or pgip2 compared with Col-0 (Figure 10 B-
D). However, upregulation of camalexin and indole-3-glucosinolate genes (PAD3, CYP81F2 and 
CYP71A12) was significantly impaired in pgip1 compared with Col-0 (Figure 10 E-G). 
Figure 10: ROS production and gene expression analysis on root segments with migratory 
stages cyst nematodes. (A) Root segments from Col-0 , pgip1-1 and pgip2-1 plants were treated 
with water, or flg22 and ROS burst was measured using L-012 based assay from 0 to 120 min. 
(B-G) Infected and uninfected root segments from Col-0, pgip1-1 and pgip2-1 plants were cut 
and gene expression was measured. Data represent relative expression of the indicated genes 
with the value in Col-0 plants set to one. Bars represent mean ± SE for three independent 
biological replicates. 
Our results showed that the susceptibility in pgip1 results from impaired induction of camalexin 
and indole-glucosinolate biosynthesis pathways. To have a further insight to this hypothesis, we 
used a double mutant cyp79b2/b3, which is strongly impaired in accumulation of glucosinolate 
and camalexin (Zhao et al., 2002; Kliebenstein et al., 2005). The plants were grown in vitro and 
inoculated with cyst nematodes and number of males and females were counted. The data 
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showed that numbers of females were increased significantly in cyp79b2/b3 as compared to Col-
0 (Figure 11a). However, we did not observe any significant change in average female and 
syncytium size between Col-0 and cyp79b2/b3 (Figure 11b-c). 
Figure 11: Nematode infection assays in cyp79b2/b3 lines. (a) Average number of females and 
males per plant present in Col-0 and cyp79b2/b3 lines at 12 dai. Average sizes of female 
nematodes (b) and plant syncytia (c) in Col-0 and cyp79b2/b3 lines at 14 dai. Bars represent 
mean ± SE for four independent biological replicates. Data were analysed using student’s T-test 
(p < 0.05). Asterisks represent statistically significant difference to corresponding Col-0. 
3. 5 Do cyst nematodes encode a PG? 
A recent transcriptome analysis of H. schachtii (Fosu-Nyarko et al., 2016) identified a contig 
with a relatively low sequence similarity to PG from RKN M. incognita (Figure 12; Jaubert et 
al., 2002). Based on sequence information from  Fosu-Nyarko et al., 2016 and our own 
unpublished draft transcriptome, we amplified a full length PG sequence from H. schachtii (see 
methods for details). This sequence was designated as HsPG and encodes for 71 amino acids 
protein (Figure 13). 
 Figure 12: Nucleotide sequence of putative PG (Fosu-Nyarko et al., 2016). 
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Figure 13: Amino acid sequence of HsPG. 
An alignment between HsPG and MI-PG-1 identified a very low percentage similarity between 
the sequences (Figure 14). A detailed search to identify homologues for HsPG from genome and 
transcriptome of two other closely related cyst nematodes (Globodera pallida and Globodera 
rostoschiensis) did not yield any HsPG homologue (Cotton et al., 2014; Eves-van den Akker et 
al., 2016). Next we used amino acid sequence of few selected PGs from bacteria, fungi, insects, 
and nematodes (HsPG and MI-PG-1) to built up a phylogenetic tree using the Neighbor-Joining 
method, which was drawn as phylogram. This analysis indicates that HsPG form a separate 
cluster away from all other PGs (Figure 15A) and showed no significant similarity to any known 
PG. A further analysis predicting Pfam domain revealed that HsPG does not contain a 
polygalacturonase domain (pfam12708). To further characterize the putative HsPG, we analysed 
its expression during different stages of nematode development (eggs, pre-infective J2s, J3s, 
females). We found that HsPG is expressed at extremely low level during all tested 
developmental stages of BCN with the highest expression present in eggs (Figure 15B). Based 
on these data, we conclude that HsPG is unlikely to encode a PG and its further characterization 
was not performed. 
>HsPG 
MPHPFSLHFPHYAFYASSPFLCPTQFFYALYTNCGSFSVLLFFSVLLSTHAIFFPFRFLSLSALFLYHPR 
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Figure 14: Alignment between contig_4799, HsPG and MI-PG-1. 
Figure 15: Characterization of polygalacturonase from H. schachtii. (A) A phylogenetic tree 
generated from Neigbour-joining construction method based on alignment of PGs sequence from 
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bacteria, fungi, insects and nematodes. The number next to each branch indicates a measure of 
support (B) Changes in expression of HsPG during different developmental stages of cyst 
nematode H. schachtii. Actin was used as housekeeping genes to normalize the data. Bars 
represent mean ± SD for three independent biological replicates.  
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4. Discussion
Plants are exposed to many different kinds of biotic interference and they must cope with these 
stresses in order to maintain continued growth and development. For this reason plants have 
evolved a sophisticated mechanism to sense such dangers through receptors in their cell 
membranes called pattern-recognition receptors (PRRs). The PRRs can sense conserved 
molecules from pathogens called pathogen- or microbial-associated molecular patterns 
(PAMPs/MAMPs) or damage-associated self-molecules called damage-associated molecular 
patterns (DAMPs). Both PAMP and DAMP- can trigger immune responses known as pattern-
triggered immunity (PTI). There are numerous studies regarding the role of PTI in different types 
of plant-pathogen interactions (Boller and Felix, 2009; Nicaise et al., 2009; Tena et al., 2011; 
Zipfel, 2014); however, details of such responses to nematode infection are largely unknown 
(Holbein et al., 2016). Nevertheless, recent work shows the relevance of PTI in the context of 
plant-nematode interaction. For example, several PTI-deficient mutants were shown to be 
hypersusceptible to infection by RKN (Peng and Kaloshian, 2014; Teixeira et al., 2016, Mendy 
et al., 2017). A growing number of PTI-suppressing effectors have also been characterized 
(Lozano-Torres et al., 2014; Mantelin et al., 2015). Even so, the role of OGs, PGs, and PGIPs in 
plant-nematode interactions remained mostly obscured. In this study, we established a molecular 
framework for regulation and downstream signalling for PGIPs in cyst and in RKN parasitism. 
Cyst and root-knot nematodes are both biotrophic pathogens with a sedentary mode of 
parasitism, however, once inside the root, their style of migration differs. Cyst nematodes 
migrate destructively and intracellularly through the cortical cells of the roots to reach vascular 
cylinder, there forming a permanent feeding site called syncytium (Jones and Northcote, 1972; 
Golinowski et al., 1996; Niblack et al., 2006). In contrast to cyst nematodes, root-knot nematodes 
migrate intercellularly towards the root tip, then turn to enter the vascular cylinder where they 
establish a feeding site comprised of 5-7 giant cells. Based on our data, we propose that cyst 
nematodes invasion and subsequent migration inside the Arabidopsis root activates the 
expression of PGIP1 and PGIP2, which in turn triggers the OG-mediated host basal (PTI) 
defence responses, thereby limiting further colonization of the roots. This hypothesis is 
supported by results from infection assays where knocking out PGIP1 increases Arabidopsis 
susceptibility to cyst nematodes while exogenous OG-treatment leads to a strong decrease in host 
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susceptibility to the cyst nematode Heterodera schachtii. Also there was a strong staining 
observed in PGIP1::GUS and PGIP2::GUS lines during the migration (1dpi) of H. schachtii, 
which further confirmed that  both  these genes are induced as a result of intracellular movement 
of H. schachtii. Unlike cyst nematodes, invasion of roots by root-knot nematode Meloidogyne 
incognita does not induce PGIPs expression at 1dpi (migratory stage). Similarly no staining was 
observed in PGIP1::GUS and PGIP2::GUS lines upon infection with M. incognita. Considering 
a strong wound-induced induction of PGIPs (Ferrari et al., 2003 and our own observations), this 
difference in PGIP expression pattern is likely due to a difference in migration style between 
cyst nematode and root-knot nematode. The view that RKN do not cause damage during their 
migration inside the root is supported by a recent study showing that Arabidopsis lines altered in 
DAMP perception do not show any change in susceptibility to RKN (Teixeira et al., 2016). M. 
incognita avoidance to cause damage to the host roots would result in avoiding the activation of 
damage-related defence responses, which may be one of the reason behind their unparalleled 
success with a potential host range encompass almost all cultivated crops (Sasser, 1979; Trudgill 
and Blok, 2001). Unlike M. incognita, H. schachtii has a narrow host range and this may well be 
due to activation of damage-related responses, which it activates. In future, it would be 
interesting to investigate Arabidopsis DAMP-perception mechanisms against H. schachtii. This 
may lead to identification of novel DAMPs receptors that are able to recognize the cyst 
nematodes during their early migration and parasitism.  
Cell wall is the first barrier that is encountered by the invading pathogens to carry out a 
successful parasitism. For this purpose, pathogens secrete an arsenal of enzymes that are able to 
degrade the major structural components of polysaccharides that includes cellulose, xylan and 
pectins. Pectin is the major component of cell wall (Mohnen, 2002) and pathogens secrete certain 
pectinases enzymes for its degradation. These pectinases include polygalacuronases, pectate 
lyase, pectin lyase and pectin methyl esterase. polygalacturonase is an important pectinases that 
is able to degrade the homogalacturanan component of the cell wall providing access to the 
pathogens (Annis and Goodwin, 1997; Girard and Jouanin, 1999; De Lorenzo and Ferrari, 2002). 
Polygalacturonases are secreted by pathogens like fungi, bacteria, insects and nematodes and can 
be classified into an endo-PGs or exo-PGs depending on the mode of action and removal of 
galacturonic acid residues (Kars and van Kan, 2007; Jayani et al., 2005). Endo-PGs can cleave 
the alpha-1, 4 glycosidic bonds between the galacturonic acid of pectins in a random manner 
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leading to the production of small fragments called oligogalacturonides (Nothnagel et al., 1983; 
Ferrari et al., 2013). On the other hand, exo-PGs can hydrolyse the non-reducing end of 
galacturonic acid and results in monosaccharide galacturonic acid formation. It has been 
previously shown that exo-PGs can degrade oligogalacturonides produced as a result of pectin 
degradation by the endo-PGs and are therefore not inhibited by the plant PGIPs (Cervone et al., 
1990). Among nematodes, M. incognita encodes a PG (MI-PG-1), which is secreted into the host 
tissue to weaken the cell wall during penetration and intercellular migration of the nematodes 
(Jaubert et al., 2002). In comparison to RKN, existence of a functional PG in cyst nematodes 
remains questionable. These observations raise the question of whether the secretion of PGs by 
nematodes (if any) plays a role in activation of PGIP expression during nematode infection of 
the roots. Because we did not see any PGIP expression during migratory stage of RKN infection 
and because CN do not seem to encode a PG, we postulate that PGIP induction during nematode 
infection (at least during the migration stage) is independent of nematode-derived PGs. This 
hypothesis is in line with observations that MI-PG-1 is an exo-PG, which are usually not 
inhibited by PGIPs (Jaubert et al., 2002; Schacht et al., 2011). This also shows that PG-PGIP 
interaction is not obligatory for the activation of defence responses by the plants. Our results also
showed that overexpression of PGIP1 leads to a decrease in susceptibility to H. schachtii 
infection indicating a role in plant defence even though no exo-PGs or endo-PGs were observed 
in this nematode. This agreement is also in line with the observation as no PG was observed in 
cyst nematode Heterodera goettingiana, yet PGIP is differentially expressed in susceptible and 
resistant pea varieties, suggesting a role of this defence protein in plant nematode interaction 
(Veronico et al., 2011).   
The production of a burst of apoplastic reactive oxygen species (ROS) is one of the first defence
strategy adopted by plants against biotic and abiotic stresses (Torres, 2010). The primary sources 
of ROS burst in Arabidopsis are NADPH-oxidases, also called respiratory burst oxidase 
homolog (RBOH). These are plasma membrane localised and generate superoxide (membrane 
impermeable) or peroxidases in the apoplast, which is dismutated to produce hydrogen peroxide 
(H2O2). H2O2 is membrane permeable and can enter the cytosol and different cellular organelles 
(Lamb and Dixon, 1997; Bolwell, 1999; Nuhse et al., 2007; Suzuki et al., 2011). The production 
of ROS burst was observed first time in carrot culture cells and since then the mechanism has 
been well studied in Arabidopsis and other crop species (Bach et al., 1993; Bindschedler et al., 
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2006; Davies et al., 2006; Martinez et al., 1998; Bolwell et al., 1998; Bolwell, 1999; Choi et al., 
2007). Several PAMPs and DAMPs such as flg22, elf18 and oligogalacturonides respectively, 
are able to elicit apoplastic ROS burst and can induce PTI responses (Nuhse et al., 2007; 
Mersmann et al., 2010; Galletti et al 2007; Gramagena et al., 2016). 
Considering the omnipresent role of ROS in PTI responses, we asked whether the reduced 
susceptibility of pgip1 (to nematodes) is due to impaired production of ROS burst in response to 
PAMPs. Our results concluded that although pgip1 is hypersusceptible to cyst nematode 
infection, yet elicitor-induced production of ROS showed no significant difference compared to 
Col-0. The reason for this may be that PGIPs are activated when plants are wounded and 
subjected to damage, and the absence of PGIP has no influence on PAMP-induced ROS 
production. However, it is also possible that two PGIP genes may have a redundant role due to 
high homology and we do not see difference in ROS production in single mutants (Ferrari et al., 
2003). 
A recent transcriptomic analysis for a double rboh mutant (rbohD/F) during migratory stages of 
cyst nematode infection showed no change in expression of PGIP2 and PGIP2 in Arabidopsis 
(Chopra and Hasan et al., unpublished). These data also suggest that expression of PGIPs is 
independent of ROS production upon damage by the nematodes. This is also in an agreement 
with the observation that OG-induced resistance does not necessarily involve AtrbohD and that 
oxidative burst is not involved during early expression of OG-induced marker genes (PAD3, 
RetOx, AtPGIP1, WRKY40 and CYP81F2) (Galletti et al., 2008). 
Because plants are sessile in nature, they have evolved several strategies to overcome biotic 
stresses. Activating large number of defence-related genes is one of the early plant responses 
during a pathogen attack (Bowles, 1990), which may inhibit the pathogens and protect the plants 
from successful colonization.Upon coming in contact with a pathogen, the plants can activate 
two kinds of mechanisms. One is called systemic acquired resistance (SAR), which provides 
long-lasting protection for the plants through the endogenous signalling molecule, salicylic acid, 
and results in the induction of a large number of pathogenesis-related (PR) genes (Ward et al., 
1991; Cao et al., 1994; Penninckx et al., 1996; Loon and Strien, 1999; Durrant and Dong, 2004). 
The other mechanism is called induced systemic resistance (ISR), and does not depend upon PR 
genes and salicylic acid, but utilises pathways regulated by jasmonic acid and ethylene (Yan et 
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al., 2002; Berrocal et al., 2002; Lorenzo et al., 2004; Shinshi, 2008; Shoresh et al., 2010). In 
addition to SA, JA, and ethylene production, plants also activate a number of secondary 
metabolites such as phytoalexins in response to pathogen attack (Paxton, 1981). 
Camalexin and indole-glucosinolates  (IGs) are the phytoalexins that play the major role in biotic 
stress (Ausubel et al., 1995; Glawischnig, 2007; Bednarek & Osbourn, 2009; Zhao et al., 2015). 
There is enough genetic evidence regarding their role in restricting the parasitism of a number of 
pathogens such as bacteria, fungi and nematodes (Ferrari et al., 2003, 2007; Clay et al., 2009; 
Thomma et al., 1999; San-chez-Vallet et al., 2010; Ali et al., 2013; Frerigmann et al., 2016; 
Teixeira et al., 2016). The regulation and biosynthesis of camalexin and IGs is well studied in 
Arabidopsis, which starts from the conversion of tryptophan to indole-3-acetaldoxime (IAOx) by 
two cytochrome P450 enzymes, CYP79B2 and CYP79B3 (Hull et al., 2000). IAOx serves as a 
precursor for the synthesis of camalexin, IGs and auxin (Mikkelsen et al., 2000; Böttcher et al., 
2014). For camalexin biosynthesis, IAOx is dehydrated to indole 3 acetonitrile (IAN) by other 
cytochrome P450 enzymes, CYP71A12 and CYP71A13 (Nafisi et al., 2007; Millet et al., 2010; 
Müller et al., 2015). This IAN is then conjugated to glutathione by the glutathione-S-transferase 
GSTF6 to make GSH (IAN) (Su et al., 2011), which then metabolizes to Cys (IAN) in the 
presence of γ-glutamyl peptidase 1 (GGP1) and GGP3 (Geu-Flores et al., 2011). In the final step, 
Cys (IAN) is converted to camalexin through the cytochrome P450 enzyme PAD3/CYP71B15 
(Zhou et al., 1999; Schuhegger et al., 2006; Böttcher et al., 2009). For the biosynthesis of IGs, 
IAOx is converted to 1-aci-nitro-2-indolyl-ethane by yet another cytochrome P450 enzyme 
CYP83B1 that, in several more steps, results in the production of IGs (Figure 16; Bak et al., 
2001). 
In order to suppress such kind of responses, plant parasitic nematodes try to manipulate the 
cellular biology of the host plant to minimize PTI responses, thus helping the nematode in 
establishing a feeding site (Wubben et al., 2008; Kammerhofer et al., 2015). As PGIP is known 
to play a role in defence against different pathogens, yet the mechanism regulating downstream 
signaling of PGIP is not fully investigated. We assume that the susceptibility and resistant in the 
loss of function pgip1 mutant and overexpression lines respectively against cyst nematode may 
be due to altered regulation of defence related genes.  Recently, a transcriptomic profiling was 
done during migratory stage (10 hpi) of cyst nematode Heterodera schachtii in our lab (Mendy 
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et al., 2017). The data analysis showed many genes induced upon nematode infection including 
both PGIP1 and PGIP2. The highly upregulated genes were related to both SA and JA acid 
signaling. There were also a group of genes involved in camalexin and indole glucosinolates 
biosynthesis that showed a significant increase in transcript level after nematode infection. In the 
present study, we investigated the upregulation of these genes in pgip mutants upon cyst 
nematode infection. A previous study showed that OG-mediated resistance to the necrotrophic 
fungal pathogen Botrytis cinerea was independent of SA, JA or ethylene but required PAD3 
(Ferrari et al., 2007). A recent study also revealed that transgenic Arabidopsis lines 
overexpressing cotton GhPGIP1 showed an upregulation of SA responsive genes upon infection 
with V. Dahlia (Liu et al., 2017). However, regulation of camalexin and glucosinolate pathways 
by PGIP was not shown. We propose that activation of PGIP expression to cyst nematode 
infection promote the formation of elicitors-active OGs, which in turn activate the expression of 
genes involved in glucosinolate and camalexin biosynthesis. In support of this hypothesis, we 
could show that upregulation of three key glucosinolate and camalexin biosynthesis genes 
(CYP71B15/PAD3, CYP71A12, CYP81F2) upon nematode infection was impaired in pgip 
mutants as compared to Col-0, especially in pgip1. Furthermore, we also found that prior 
treatment of plants with OGs leads to a significant decrease in nematode infection. As upon 
infection, both pgip mutants showed impaired induction of camalexin and indole glucosinolates, 
so we selected a double mutant cyp79b2/b3, which lack the accumulation of both the secondary 
metabolites. As expected, the double mutant showed enhances susceptibility to CN infection. 
The relevance of camalexin in cyst nematode infection has already been shown in a previous 
study where loss-of-function pad3 mutants increases suceptibilty to H. schachtii (Ali et al., 2013) 
Nevertheless, impairment of upregulation of camalexin and glucosinolate genes is only partial in 
pgip mutants, which is likely due to the functional redundancy in this gene family. It is also 
plausible that these genes are regulated in a PGIP-dependent as well as in PGIP independent 
manner during cyst nematode parasitism. Intriguingly, RKN invasion of the Arabidopsis root has 
also been shown to induce the expression of PAD3 during migratory stages of infection. Mutants 
that are impaired either in glucosinolate or camalexin biosynthesis are hypersusceptible to RKN 
(Teixeira et al., 2016). These previous observation together with the fact that we do not see any 
PGIP expression during early stages of infection point to the regulation of camalexin and 
glucosinolate biosynthesis in a PGIP-independent manner during plant-RKN interaction. 
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Nematode induced syncytia and giant cells are the permanent feeding sites for both cyst and 
RKN nematodes, respectively. They are highly metabolically active and provide nutrients to the 
nematode throughout their life cycle (Jones and Northcote, 1972a, b; Golinowski et al., 1996; 
Hussey and Grundler, 1998; Gheysen and Mitchum, 2011). A consistent expression of PGIP 
genes in syncytia as well as in giant cells during biotrophic stages of parasitism suggests that 
these genes may play a role in nematode parasitism other than activation of PTI-like defence 
responses.  
Pectin is one of the most abundant macro molecules in the primary cell wall of plants, 
constituting 30-50% of cell wall matrix (Zablackis et al., 1995). It consists of a linear chain of 
homogalacturonan (HG), which is made up of 100-200 galacturonic acid residues. The main 
chain of HG is joined by branches of rhamnogalacturonan I and II (Mohnen, 2008; Ridley et al., 
2001). HG is highly methylesterified during its biosynthesis in the endomembrane system and is 
de-methylesterified after its secretion in the cell wall through the action of pectin methylesterases 
(PME) (Micheli, 2001). Stretches of de-esterified HG can then form cross-linkages with Ca+ 
ions, which may lead to a reduced porosity and flexibility of the cell wall. Moreover, pectin-
degrading enzymes (pectate lyases and PGs) are unable to hydrolyse HG, which is 
methylesterified. Therefore, the extent and pattern of methylesterification strongly influences on 
mechanical properties of the cell wall. Previous studies have shown that HG in the cell walls of 
younger syncytia (5dpi) is highly de-esterified as compared to older syncytia (15 dpi). In 
contrast, highly methylesterified HG was abundant in cell wall of younger (7dpi) as well as older 
(14 dpi) giant cell (Davies et al., 2012; Wieczorek et al., 2014). The differences in methyle 
sterification of younger feeding sites associated to CN or RKN may be due to their different 
ontogeny. Syncytium expands through dissolution of cell wall and fusion of root cells. During 
their expansion, walls have to be locally digested and modified, which leads to their 
strengthening and thickening. In comparison, giant cells grow with repeated nuclear division 
without cytokinesis. Their cell walls are modified to become thick and strong without being 
digested. Therefore, a high de-esterification of cell wall at 5dpi may facilitate their digestion and 
help in expansion of syncytium. On the other hand, a higher level of methylester in older feeding 
sites of both CN and RKN may provide a higher strength and flexibility to the cell wall, which 
may contribute to the capacity of these feeding sites to sustain high turgor pressure during 
parasitism (Böckenhoff and Grundler, 1994). PGIPs have been shown to interact with partially 
63 
or completely de-esterified HG, thus shielding it from the hydrolysing activity of plant or 
pathogen PGs (Spadoni et al., 2006). The level of PGIP expression therefore contributes to some 
of the mechanical properties of cell wall related to growth and development. We propose that the 
intense expression of PGIPs in younger syncytium at 5dpi controls cell wall degradation by not 
only directly binding to PGs (of plant or nematode origin) but also to HG, thus protecting it from 
further degradation. This hypothesis is in line with our observations that knocking out or 
overexpression of PGIP1 results in a significant increase or decrease in the average size of 
syncytium. As the syncytium expands and reaches its maximum size, cell wall degradation is 
slowed down, which is accompanied by a decrease in PGIP expression as well. Unlike 
syncytium, PGIPs expression in giant cells is present throughout sedentary stages of nematode 
development, which may protect the walls of giant cells from being degraded by blocking de-
esterified stretches of HG. However, no visible phenotypes for RKN infection were observed in 
any of the tested lines in this work, which makes it unlikely that PGIP plays any role in RKN 
parasitism.  
In conclusion, our results provide a molecular mechanism underlying the PGIP-mediated 
damage-associated responses during cyst and RKN parasitism of plants. We showed that the 
differential regulation of PGIPs during cyst and RKN invasion of roots reflect the differences in 
their migration and feeding habits. Moreover, regulation of camalexin and glucosinolate 
pathways by PGIP in an infection-specific manner is demonstrated. This study also shed light on 
mechanism behind the unparalleled success of M. incognita parasitism. Clarifying further details 
of DAMP-associated pathways in plant-nematode interaction may lead to novel control measures 
against this important plant parasite. 
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Figure 16: Schematic representation of methionine and tryptophan derived glucosinolates 
and camalexin in Arabidopsis. Black letters indicate genes involved in biosynthesis of 
camlalexin and glucosinolates, blue letters shows mutations. MYB28/29 (green letters) are the 
enzymes involved in the conversion of methionine to aliphatic glucosinolates. 
CYP79B2/CYP79B3 are involved in the the conversion of tryptophan to indole-3-acetaldoxime 
(IAOx) which serves as a precursor for the synthesis of camalexin, Indole glucosinolates and 
auxin (Buxdorf et al., 2013). 
65 
5. References
Abad, P., Gouzy, J., Aury, J.M., Castagnone-Sereno, P., Danchin, E.G.J., Deleury, E., Perfus-
Barbeoch, L., Anthouard, V., Artiguenave, F., Blok, V.C., Caillaud, M.C., Coutinho, P.M., 
Dasilva, C., De Luca, F., Deau, F., Esquibet, M., Flutre, T., Goldstone, J.V., Hamamouch, N., 
Hewezi, T., Jaillon, O., Jubin, C., Leonetti, P., Magliano, M., Maier, T.R., Markov, G.V., 
McVeigh, P., Pesole, G., Poulain, J., Robinson-Rechavi, M., Sallet, E., Ségurens, B., Steinbach, 
D., Tytgat, T., Ugarte, E., van Ghelder, C., Veronico, P., Baum, T.J., Blaxter, M., Bleve-Zacheo, 
T., Davis, E.L., Ewbank, J.J., Favery, B., Grenier, E., Henrissat, B., Jones, J.T., Laudet, V., 
Maule, A.G., Quesneville, H., Rosso, M.N., Schiex, T., Smant, G., Weissenbach, J. and Wincker, 
P. 2008. Genome sequence of the metazoan plant-parasitic nematode Meloidogyne incognita.
Nature Biotechnology 26: 909-915. 
Abbracchio, M. P., Burnstock, G., Boeynaems, J. M., Barnard, E. A., Boyer, J. L., Kennedy, C., 
Knight, G. E., Fumagalli, M., Gachet, C., Jacobson, K. A. and Weisman, G. A. 2006. 
International Union of Pharmacology LVIII: update on the P2Y G protein-coupled nucleotide 
receptors: from molecular mechanisms and pathophysiology to therapy. Pharmacological 
Reviews 58: 281-341. 
Ahuja, I., Kissen, R. and Bones, A.M. 2012. Phytoalexins in defence against pathogens. 
Trends in Plant Science 17: 73-90. 
Ali, M. A., Wieczorek, K., Kreil, D. P. and Bohlmann, H. 2014. The beet cyst nematode 
Heterodera schachtii modulates the expression of WRKY transcription factors in syncytia to 
favour its development in Arabidopsis roots. Plos One 97: e102360. 
Almeida-Engler, J., Engler, G. and Gheysen, G. 2011. Unravelling the plant cell cycle in 
nematode feeding sites. In: Jones J, Gheysen G, Fenoll C. (eds.). Genomics and molecular 
genetics of plant-nematode interactions. Springer, Dordrecht, pp. 349-368. 
Annis, S. L. and Goodwin. P.H. 1997. Recent advances in the molecular genetics of plant cell 
wall-degrading enzymes produced by plant pathogenic fungi. European Journal of Plant 
Pathology 103: 1-14. 
66 
Asai, T., Tena, G., Plotnikova, J., Willmann, M.R., Chiu, W.L., Gomez-Gomez, L., Boller, T., 
Ausubel, F.M. and Sheen, J. 2002.  MAP kinase signalling cascade in Arabidopsis innate 
immunity. Nature 415: 977-983. 
Ausubel, F. M., Katagiri, F., Mindrinos, M. and Glazebrook, J. 1995. Use of Arabidopsis 
thaliana defence-related mutants to dissect the plant response to pathogens. Proceedings of the 
National Academy of Sciences, U.S.A 92: 4189-4196. 
Bach, M., Schnitzler, J.P. and Seitz, H.U. 1993. Elicitor-induced changes in Ca++ influx, K+ 
efflux, and 4-hydroxybenzoic acid synthesis in protoplasts of Daucuscarota L. Plant Physiology 
103: 407-412. 
Bartels, S., Lori, M., Mbengue, M., van Verk, M., Klauser, D., Hander, T., Böni, R., Robatzek, 
S. and Boller, T. 2013. The family of Peps and their precursors in Arabidopsis: differential 
expression and localization but similar induction of pattern-triggered immune responses. Journal 
of Experimental Botany 64: 5309-5321. 
Bak, S., Tax, F. E., Feldmann, K. A., Galbraith, D. W. and Feyereisen, R. 2001. CYP83B1, a 
cytochrome P450 at the metabolic branch paint in auxin and indole glucosinolate biosynthesis in 
Arabidopsis. Plant Cell 13: 101-111. 
Bednarek, P. and Osbourn, A. 2009. Plant-microbe interactions: chemical diversity in plant 
defence. Science 324: 746-748. 
Bednarek, P. 2012. Chemical warfare or modulators of defence responses- the function 
of secondary metabolites in plant immunity. Current Opinion in Plant Biology 15: 407-414. 
Bellincampi D., Cervone, F. and Lionetti, V. 2014. Plant cell wall dynamics and wall-related 
susceptibility in plant-pathogen interactions. Frontiers in Plant Science 5: 228. 
Benedetti. M., Pontiggia, D., Raggi, S., Cheng, Z.Y., Scaloni, F., Ferrari, S., Ausubel, F.M., 
Cervone, F. and De Lorenzo, G. 2015. Plant immunity triggered by engineered in vivo release of 
oligogalacturonides, damage-associated molecular patterns. Proceedings of the National 
Academy of Sciences, U.S.A 112: 5533-5538. 
67 
 
Bergmann, C., Ito, Y., Singer, D., Albersheim, P., Darvill, A.G., Benhamou, N., Nuss, L., Salvi, 
G., Cervone, F. and De Lorenzo, G. 1994. Polygalacturonase-inhibiting protein accumulates 
in Phaseolus vulgaris L. in response to wounding, elicitors, and fungal infection. Plant Journal 5: 
625-634. 
Bertani, G. 1951. Studies of lysogenesis. I. The mode of phage liberation by lysogenic 
Escherichia coli. JournaI of Bacteriology 62: 293-300. 
Bindschedler, L.V., Dewdney, J., Blee, K.A., Stone, J.M., Asai, T., Plotnikov, J., Denoux, C., 
Hayes, T., Gerrish, C., Davies, D.R., Ausubel, F.M. and Bolwell, G.P. 2006. Peroxidase-
dependent apoplastic oxidative burst in Arabidopsis required for pathogen resistance. Plant 
Journal 47: 851-863. 
Boller, T. and Felix, G. 2009. A renaissance of elicitors: perception of microbe associated 
molecular patterns and danger signals by pattern-recognition receptors. Annual Review of Plant 
Biology 60: 379-406. 
Böckenhoff, A. and Grundler, F.M.W. 1994. Studies on the nutrient uptake by the beet cyst 
nematode Heterodera schachtii by in situ micro injection of fluorescent probes into the feeding 
structures in Arabidopsis thaliana. Parasitology 109: 249-255. 
Bohlmann, H. and Sobczak, M. 2014. The plant cell wall in the feeding sites of cyst nematodes. 
Frontiers in Plant Science 5: 89. 
Bolwell, G.P., Davies, D.R., Gerrish, C., Auh, C.K. and Murphy, T.M. 1998. Comparative 
biochemistry of the oxidative burst produced by rose and French bean cells reveals two distinct 
mechanisms. Plant Physiology 116: 1379-138. 
Bolwell, G.P. 1999. Role of active oxygen species and NO in plant defence responses. Current 
Opinion in Plant Biology 2: 287-294. 
Böttcher, C., Westphal, L., Schmotz, C., Prade, E., Scheel, D. and Glawischnig, E. 2009. The 
multifunctional enzyme CYP71B15 (PHYTOALEXIN DEFICIENT3) converts cysteine-indole-
3-acetonitrile to camalexin in the indole-3-acetonitrile metabolic network of Arabidopsis 
thaliana. Plant Cell 21: 1830-1845. 
68 
 
Böttcher, C., Chapman, A., Fellermeier, F., Choudhary, M., Scheel, D. and Glawischnig, E. 
2014. The biosynthetic pathway of indole-3-carbaldehyde and indole-3-carboxylic acid 
derivatives in Arabidopsis. Plant Physiology 165: 841-853. 
Bowles, D.J. 1990. Defence-related proteins in higher plants. Annual review of biochemistry 59: 
873-907. 
Broekaert, W. F. and Pneumas, W. J. 1988. Pectic polysaccharides elicit chitinase accumulation 
in tobacco. Physiologia Plantarum 74: 740-744. 
Brutus, A., Sicilia, F., Macone, A., Cervone, F. and De Lorenzo, G. 2010. A domain swap 
approach reveals a role of the plant wall-associated kinase 1 (WAK1) as a receptor of 
oligogalacturonides. Proceedings of the National Academy of Sciences, USA 107: 9452-9457. 
Bussink, H.J. D., Buxton, F. P., Fraaye, B. A., de Graaff, L. H. and Visser, J. 1992. The 
polygalacturonases of Aspergillus niger are encoded by a family of diverged genes. European 
Journal of Biochemistry 208: 83-90. 
Buxdorf, K., Yaffe, H., Barda, O. and Levy, M. 2013. The effects of glucosinolates and their 
breakdown products on necrotrophic fungi. Plos One 8: e70771. 
Canet, J.V., Dobón, A., Roig, A. and Tornero, P. 2010. Structure and function analysis of npr1 
alleles in Arabidopsis reveals a role for its paralogs in the perception of salicylic acid. Plant, Cell 
& Environment 33: 1911-1922. 
Cao, H., Bowling, S.A., Gordon, S. and Dong, X. 1994. Characterization of an Arabidopsis 
mutant that is non responsive to inducers of systemic acquired resistance. Plant Cell 6: 1583-
1592. 
Castillo, J.C., Reynolds, S.E. and Eleftherianos, I. 2011. Insect immune responses to nematode 
parasites. Trends in Parasitology 27: 537-547. 
Celorio-Mancera, M.D., Allen, M.L., Powell, A.L., Ahmadi, H., Salemi, M.R., Phinney, B.S., 
Shackel, K.A., Greve, L.C., Teuber, L.R. and Labavitch, J.M. 2008. Polygalacturonase causes 
lygus-like damage on plants: cloning and identification of western tarnished plant bug (Lygus 
hesperus) polygalacturonases secreted during feeding. Arthropod-Plant Interactions 2: 215-225. 
69 
Cervone, F., De Lorenzo, G., Pressey, R., Darvill, A.G. and Albersheim, P. 1990. Can Phaseolus 
PGIP inhibit pectic enzymes from microbes and plants? Phytochemistry 29: 447-449. 
Chen. C., Liu, S., Liu, Q., Niu, J., Liu, P., Zhao, J. and Jian, H. 2015. An ANNEXIN-like protein 
from the cereal cyst nematode Heterodera avenae suppresses plant defence. Plos One 10: 
e0122256. 
Chen, S., MacDonald, D.H., Kurle, J.E. and Reynolds, D.A. 2001. The soybean cyst nematode. 
University of Minnesota Extension Service.  
Chinchilla, D., Bauer, Z., Regenass, M., Boller, T. and Felix, G. 2006. The Arabidopsis receptor 
kinase FLS2 binds flg22 and determines the specificity of flagellin perception. Plant Cell 18: 
465-476. 
Chini, A., Fonseca, S., Fernandez, G., Adie, B., Chico, J.M., Lorenzo, O., Garcia-Casado, G., 
Lopez-Vidriero, I., Lozano, F.M., Ponce, M.R., Micol, J.L. and Solano, R. 2007. The JAZ family 
of repressors is the missing link in jasmonate signalling. Nature 448: 666-671. 
Chitwood, D. J. 2003. Research on plant-parasitic nematode biology conducted by the United 
States Department of Agriculture - Agricultural Research Service. Pest Management Science 59: 
748-753. 
Choi, J., Tanaka, K., Cao, Y., Qi, Y., Qiu, J., Liang, Y., Lee, S.Y. and Stacey, G. 2014. 
Identification of a plant receptor for extracellular ATP. Science 343: 290-294. 
Choi, H.W., Kim, Y.J., Lee, S.C., Hong, J.K. and Hwang, B.K. 2007. Hydrogen peroxide 
generation by the pepper extracellular peroxidase CaPO2 activates local and systemic cell death 
and defence response to bacterial pathogens. Plant Physiology 145: 890-904. 
Choi, H.W., Manohar, M., Manosalva, P., Tian, M., Moreau, M. and Klessig, D.F. 2016. 
Activation of plant innate immunity by extracellular high mobility group box 3 and its inhibition 
by salicylic acid. Plos Pathogens 12: e1005518. 
Chronis, D., Chen, S., Lu, S., Hewezi, T., Carpenter, S.C.D., Loria, R., Baum, T.J. and Wang, X. 
2013. A ubiquitin carboxyl extension protein secreted from a plant-parasitic nematode 
70 
Globodera rostochiensis is cleaved in planta to promote plant parasitism. Plant Journal 74: 185-
196. 
Clay, N.K., Adio, A.M., Denoux, C., Jander, G. and Ausubel, F.M. 2009. Glucosinolate 
metabolites required for an Arabidopsis innate immune response. Science 323: 95-101. 
Clough, S.J. and Bent, A.F. 1998. Floral dip: A simplified method for Agrobacterium-mediated 
transformation of  Arabidopsis thaliana. Plant Journal 16: 735-743. 
Cotton, J.A., Lilley, C.J., Jones, L.M., Kikuchi, T., Reid, A.J., Thorpe, P., Tsai, I.J., Beasley, H., 
Blok, V., Cock, P.J. and Eves-van den Akker, S. 2014. The genome and life-stage specific 
transcriptomes of Globodera pallida elucidate key aspects of plant parasitism by a cyst 
nematode. Genome biology 15: R43. 
Côté, F. and Hahn, M.G. 1994. Oligosaccharins: structures and signal transduction. Plant 
Molecular Biology 26: 1379-1411. 
Curtis, M.D. and Grossniklaus, U. 2003. A gateway cloning vector set for high through put 
functional analysis of genes in planta. Plant Physiology 133: 462-469. 
Davies, D.R., Bindschedler, L.V., Strickland, T.S. and Bolwell, G.P. 2006. Production of 
reactive oxygen species in Arabidopsis thaliana cell suspension cultures in response to an 
elicitor from Fusarium oxysporum: implications for basal resistance. Journal of Experimental 
Botany 57: 1817-1827. 
Davis, K. R., Darvill, A. G., Albersheim, P. and Dell, A. 1986. Host–pathogen interactions. 
XXIX. Oligogalacturonides released from sodium polypectate by endopolygalacturonic acid
lyase are elicitors of phytoalexins in soybean. Plant Physiology 80: 568-577. 
Davis, K. R. and Hahlbrock, K. 1987. Induction of defence responses in cultured parsley cells 
by plant cell wall fragments. Plant Physiology 85:1286-1290. 
Davis, E.L. and Mitchum, M.G. 2005. Nematodes. Sophisticated parasites of legumes. Plant 
Physiology 137: 1182-1188. 
71 
De Lorenzo, G., D'Ovidio, R. and Cervone, F. 2001. The role of polygalacturonase-inhibiting 
proteins (PGIPs) in defence against pathogenic fungi. Annual Review of Phytopathology 39: 
313-335. 
De Lorenzo, G. and Ferrari, S. 2002. Polygalacturonase-inhibiting proteins in defence 
against phytopathogenic fungi. Current Opinion in Plant Biology 5: 295-299. 
Deng, C., O’Neill, M.A. and York, W.S. 2006. Selective chemical depolymerization of 
rhamnogalacturonans. Carbohydrate Research 341: 474-484. 
Denoux, C., Galletti, R., Mammarella, N., Gopalan, S., Werck, D., De Lorenzo, G., Ferrari, S., 
Ausubel, F.M. and Dewdney, J. 2008. Activation of defence response pathways by OGs and 
Flg22 elicitors in Arabidopsis seedlings. Molecular Plant 1: 423-445. 
Deslandes, L. and Rivas, S. 2012. Catch me if you can: bacterial effectors and plant targets. 
Trends in Plant Science 17: 644-655. 
Di Matteo, A., Federici, L., Mattei, B., Salvi, G., Johnson, K.A., Savino, C., De Lorenzo, G., 
Tsernoglou, D. and Cervone, F. 2003. The crystal structure of PGIP (polygalacturonase-
inhibiting protein), a leucine-rich repeat protein involved in plant defence. Proceedings of the 
National Academy of Sciences, USA 100: 10124-10128.  
Dickinson, D.J. and Goldstein, B. 2016. CRISPR-Based Methods for Caenorhabditis elegans 
Genome Engineering. Genetics 202: 885-901.  
Dodds, P.N. and Rathjen, J.P. 2010. Plant immunity: towards an integrated view of plant-
pathogen interactions.  Nature Reviews Genetics 11: 539-548. 
D'Ovidio, R., Mattei, B., Roberti, S., Bellincampi, D. 2004. Polygalacturonases, 
polygalacturonase-inhibiting proteins and pectic oligomers in plant–pathogen 
interactions. Biochimicaet Biophysica Acta (BBA) - Proteins and Proteomics 1696: 237-244. 
Du, J., Verzaux, E., Chaparro Garcia, A., Bijsterbosch, G., Keizer, L.P., Zhou, J., Liebrand, 
T.W., Xie, C., Govers, F. and Robatzek, S. 2015. Elicitin recognition confers enhanced 
resistance to Phytophthora infestans in potato. Nature Plants 1: 15034. 
72 
Durrant, W. E. and Dong, X. 2004. Systemic acquired resistance. Annual Review of 
Phytopathology 42: 185-209. 
Ebel, J. and Cosio, E.G. 1994. Elicitors of plant defence responses. International Review 
of Cytology 148: 1-36. 
Ehwaeti, M. E., M. Fargette., Phillips, M.S. and Trudgill, D.L. 1999. Host status differences and 
their relevance to damage by Meloidogyne incognita.  Nematology 1: 421-432. 
Elling, A.A. 2013. Major emerging problems with minor meloidogyne species. Phytopathology 
103: 1092-1102. 
Eves-van den Akker, S., Laetsch, D.R., Thorpe, P., Lilley, C.J., Danchin, E.G., Da Rocha, M., 
Rancurel, C., Holroyd, N.E., Cotton, J.A., Szitenberg, A., Grenier, E. 2016. The genome of the 
yellow potato cyst nematode, Globodera rostochiensis, reveals insights into the basis of 
parasitism and virulence. Genome Biology 17:124. 
Favaron, F. and Marciano, P. 1992. Polygalacturonase regulation in Sclerotinia sclerotiorum: 
Effect of carbon source on the isoenzymatic pattern.  Rivista di PatologiaVegetale S.V 2: 111-
123. 
Felix, G., Regenass, M. and Boller, T. 1993. Specific perception of subnanomolar concentrations 
of chitin fragments by tomato cells. Induction of extracellular alkalinization, changes in protein 
phosphorylation, and establishment of a refractory state. Plant Journal 4: 307-316. 
Feng, C., Zhang, X., Wu, T., Yuan, B., Ding, X., Yao, F. and Chu, Z. 2016. The 
polygalacturonase-inhibiting protein 4 (OsPGIP4), a potential component of the qBlsr5a locus, 
confers resistance to bacterial leaf streak in rice. Planta 243: 1297. 
Ferrari, S., Vairo, D., Ausubel, F.M., Cervone, F. and De Lorenzo, G.  2003. Tandemly 
duplicated Arabidopsis genes that encode polygalacturonase-inhibiting proteins are regulated 
coordinately by different signal transduction pathways in response to fungal infection. Plant Cell 
15: 93-106. 
Ferrari, S., Galletti, R., Vairo, D., Cervone, F. and De Lorenzo, G. 2006. Antisense expression of 
the Arabidopsis thaliana AtPGIP1 gene reduces polygalacturonase-inhibiting protein 
73 
accumulation and enhances susceptibility to Botrytis cinerea. Molecular Plant-Microbe 
Interactions 19: 931-936. 
Ferrari, S., Savatin, D. V., Sicilia, F., Gramegna, G., Cervone, F. and De Lorenzo, G. 2013. 
Oligogalacturonides: plant damage-associated molecular patterns and regulators of growth and 
development. Frontiers in Plant Science 4: 49. 
Fire, A., Xu, S., Montgomery, M.K., Kostas, S.A., Driver, S.E. and Mello, C.C. 1998. Potent and 
specific genetic interference by double-stranded RNA in Caenorhabditis elegans. Nature 391: 
806-811. 
Fleming, C. C. and T. O. Powers. 1998. Potato cyst nematodes: Species, pathotypes and 
virulence concepts. . In: Potato cyst nematodes: biology, distribution and control (Eds Marks RJ 
& Brodie BB), pp. 51-115. CAB International, Wallingford (GB). 
Flor, H. H. 1971. Current status of the gene-for-gene concept. Annual Review of Phytopathology 
9: 275-296. 
Fosu-Nyarko, J., Nicol, P., Naz, F., Gill, R. and Jones, M.G.K. 2016. Analysis of the 
transcriptome of the infective stage of the Beet Cyst Nematode,  H. schachtii. Plos one 11: 1-25. 
Frerigmann, H., Piślewska-Bednarek, M., Sánchez-Vallet, A., Molina, A., Glawischnig, E., 
Gigolashvili, T. and Bednarek, P. 2016. Regulation of Pathogen-Triggered Tryptophan 
Metabolism in Arabidopsis thaliana by MYB Transcription Factors and Indole Glucosinolate 
Conversion Products. Molecular Plant 9: 682-695. 
Frescatada-Rosa, M., Robatzek, S. and Kuhn, H. 2015. Should I stay or should I go? Traffic 
control for plant pattern recognition receptors. Current Opinon in Plant Biology 28: 23-29. 
Galletti, R., Denoux, C., Gambetta, S., Dewdney, J., Ausubel, F. M., De Lorenzo, G. and Ferrari, 
S. 2008. The AtrbohD-mediated oxidative burst elicited by oligogalacturonides in Arabidopsis is 
dispensable for the activation of defence responses effective against Botrytis cinerea. Plant 
Physiology 148: 1695-1706. 
Gheysen, G. and Mitchum, M.G. 2011. How nematodes manipulate plant development pathways 
for infection. Current Opinion in Plant Biology 14: 415-421. 
74 
Geu-Flores, F., Møldrup, M. E., Böttcher, C., Olsen, C. E., Scheel, D. and Halkier, B. A. 2011. 
Cytosolic γ-glutamyl peptidases process glutathione conjugates in the biosynthesis of 
glucosinolates and camalexin in Arabidopsis. Plant Cell 23: 2456-2469. 
Girard, C. and Jouanin, L. 1999. Molecular cloning of cDNAs encoding a range of digestive 
enzymes from a phytophagous beetle, Phaedon cochleariae. Insect Biochemistry and Molecular 
Biology 29: 1129-1142. 
Glawischnig, E. 2007. Camalexin. Phytochemistry 68: 401-406. 
Golinowski, W., Grundler, F.M.W. and Sobczak, M. 1996. Changes in the structure of 
Arabidopsis thaliana during female development of the plant-parasitic nematode Heterodera 
schachtii. Protoplasma 194: 103-116. 
Golinowski, W., Sobczak, M., Kurek, W. and Grymaszewska, G. 1997. The structure of 
syncytia. In: Fenoll, C, Grundler, F.M.W, Ohl, S, eds. Cellular and molecular aspects of plant–
nematode interactions. Dordrecht, the Netherlands: Kluwer Academic Publisher, 80-97. 
Goellner, M., Wang, X. and Davis, E.L. 2001. Endo-beta-1, 4-glucanase expression in 
compatible plant–nematode interactions. Plant Cell 13: 2241-2255. 
Goverse, A., Smant, G. and Moffett, P. 2009. The cyst nematode SPRYSEC protein RBP-1 
elicits Gpa2- and RanGAP2-dependent plant cell death. Plos Pathogens 5: e1000564. 
Grainger, J. 1964. Factors affecting the control of eelworm diseases. Nematologica 10: 5-20. 
Gramegna, G., Modesti, V., Savatin, D.V., Sicilia, F., Cervone, F. and De Lorenzo, G. 2016. 
GRP-3 and KAPP, encoding interactors of WAK1, negatively affect defence responses induced 
by oligogalacturonides and local response to wounding. Journal of Experimental Botany 67: 
1715-1729. 
Gubanov, N. M. 1951. A giant nematode from the placenta of cetaceans Placentonema 
gigantissima ngn sp. Doklady Akademii Nauk SSSR 77: 1123-1125. 
Hammond-Kosack, K.E. and Jones, J.D.G. 1997. Plant disease resistance genes. Annual Review 
of Plant Physiolology and Plant Molecular Biology 48: 575-607. 
75 
Hegedus, D. D., Li, R., Buchwaldt, L., Parkin, I., Whitwill, S., Coutu, C., Bekkaoui, D. and 
Rimmer, S.R. 2008. Brassica napus possesses an expanded set of polygalacturonase inhibitor 
protein genes that are differentially regulated in response to Sclerotinia sclerotiorum infection, 
wounding and defence hormone treatment. Planta 228: 241-253.  
Hofmann, J., Wieczorek, K., Blochl, A. and Grundler, F. M. W. 2007. Sucrose supply to 
nematode-induced syncytia depends on the apoplasmic and symplasmic pathways. Journal of 
Experimental Botany 58: 1591-1601. 
Holbein, J., Grundler, F.M.W. and Siddique, S. 2016. Plant basal resistance to nematodes: an 
update. Journal of Experimental Botany 67: 2049-2061. 
Hsu, P. D., Lander, E. S. and Zhang, F. 2014. Development and applications of CRISPR-Cas9 
for genome engineering. Cell 157: 1262-1278. 
Huffaker, A. and Ryan, C.A. 2007. Endogenous peptide defence signals in Arabidopsis 
differentially amplify signaling for the innate immune response. Proceedings of the National 
Academy of Sciences, USA 104: 10732-10736. 
Huffaker, A., Dafoe, N.J. and Schmelz, E.A. 2011. ZmPep1, an ortholog of Arabidopsis elicitor 
peptide 1, regulates maize innate immunity and enhances disease resistance. Plant Physiology 
155: 1325-1338. 
Huang, Q. and Allen, C. 2000. Polygalacturonases are required for rapid colonization and full 
virulence of Ralstonia solanacearum on tomato plants. Physiological and Molecular Plant 
Pathology 57:77-83. 
Hull, A.K., Vij, R. and Celenza, J.L. 2000. Arabidopsis cytochrome P450s that catalyze the first 
step of tryptophan-dependent indole-3-acetic acid biosynthesis. Proceedings of the National 
Academy of Sciences, U.S.A 97: 2379-2384. 
Hussey, R.S. and Grundler F.M.W. 1998. Nematode parasitism of plants. In: The physiology and 
Biochemistry of Free-Living and Plant-Parasitic Nematodes. Ed. RN Perry, DJ Wright, pp 213-
243.Wallingford UK.CABI Publishing. 
76 
Isshiki, A., Akimitsu, K., Yamamoto, M. and Yamamoto, H. 2001. Endo polygalacturonase is 
essential for citrus black rot caused by Alternaria citri but not brown spot caused by Alternaria 
alternate. Molecular Plant-Microbe Interactions 14: 749-757. 
Jammes, F., Lecomte, P., Almeida-Engler, J., Bitton, F., Martin-Magniette, M. L., Renou, J. P., 
Abad, P.and Favery, B. 2005. Genome-wide expression profiling of the host response to root-
knot nematode infection in Arabidopsis. Plant Journal 44: 447-458. 
Jaubert, S., Laffaire, J.B., Abad, P. and Rosso, M.N. 2002. A polygalacturonase of animal origin 
isolated from the root-knot nematode Meloidogyne incognita. FEBS Letters 522: 109-112. 
Jayani, R.S., Saxena, S. and Gupta, R. 2005. Microbial pectinolytic enzymes: a review. Process 
Biochemistry. 40: 2931-2944. 
Ji, H., Gheysen, G.,  Denil, S., Lindsey, K.,  Topping, J.F., Nahar, K., Haegeman, A., De Vos, 
W.H., Trooskens, G., Van Criekinge., W., De Meyer, T. and Kyndt, T. 2013. Journal of 
Experimental Botany 64: 3885-3898. 
Jones, M.G. and Payne, H.L. 1978. Early stages of nematode-induced giant-cell formation in 
roots of Impatiens balsamina. Journal of Nematology 10: 70-84. 
Jones, J.T., Haegeman, A., Danchin, E.G.J., Gaur, H.S., Helder, J., Jones, M.G.K., Kikuchi, T., 
Manzanilla-Lopez, R., Palomares-Rius, J.E., Wesemael, W.M.L. and Perry, R.N. 2013. Top 10 
plant-parasitic nematodes in molecular plant pathology. Molecular Plant Pathology 14: 946-961. 
Jones M. G. K. and Northcote D. H. 1972a. Nematode-induced syncytium – a multinucleate 
transfer cell. Journal of Cell Science 10: 789-809. 
Jones M. G. K. and Northcote D. H. 1972b. Multinucleate transfer cells induced in coleus roots 
by the root-knot nematode, Meloidgyne arenaria. Protoplasma 75: 381-395. 
Kaku, H., Nishizawa, Y., Ishii-Minami, N., Akimoto-Tomiyama, C., Dohmae, N., Takio, K., 
Minami, E. and Shibuya, N. 2006. Plant cells recognize chitin fragments for defence signaling 
through a plasma membrane receptor. Proceedings of the National Academy of Sciences, USA 
103: 11086-11091. 
77 
 
Kaletta, T. and Hengartner, M. O. 2006. Finding function in novel targets: C. elegans as a model 
organism. Nature Reviews Drug Discovery 5: 387-398. 
Kalunke, M.R., Tundo, S., Benedetti, M., Cervone, F., De Lorenzo, G. and D’Ovidio. R. 2015. 
An update on Polygalacturonase inhibiting protein (PGIP) a leucin-rich repeat protein that 
protects crop plants against pathogens. Frontiers in Plant Science 6: 146. 
Kammerhofer, N., Radakovic, Z., Regis, J.M.A., Dobrev, P., Vankova, R., Grundler, F.M.W., 
Siddique, S., Hofmann, J. and Wieczorek, K. 2015. Role of stress-related hormones in plant 
defence during early infection of the cyst nematode Heterodera schachtii in Arabidopsis. New 
Phytologist 207: 778-789. 
Kanai, M., Nishimura, M. and Hayashi, M. 2010. A peroxisomal ABC transporter promotes seed 
germination by inducing pectin degradation under the control of ABI5. Plant Journal 62: 936-
947.  
Kars, I. and van Kan, J.A.L. Extracellular enzymes and metabolites involved in pathogenesis of 
Botrytis. In: Botrytis. Biology, Pathology and Control: 99-118. 
Karssen, G., Wesemael, W. and Moens, M. 2013.  Root-knot nematodes. In: Perry RN, Moens 
M. (Eds) Plant Nematology.2
nd
 edition, CAB International, Wallingford, UK, 73-108. 
Keen, N.T. 1975. Specific elicitors of plant phytoalexin production: determinants of race 
specificity in pathogens? Science 187: 74-75. 
Kliebenstein, D. J., Rowe, H. C. and Denby, K. J. 2005. Secondary metabolites influence 
Arabidopsis/Botrytis interactions: variation in host production and pathogen sensitivity. Plant 
Journal 44: 25-36. 
 Klink, V.P., Overall, C.C., Alkharouf, N., MacDonald, M.H. and Matthews, B.F. 2007. Laser 
capture micro-dissection (LCM) and comparative microarray expression analysis of syncytial 
cells isolated from incompatible and compatible soybean roots infected by soybean cyst 
nematode (Heterodera glycines). Planta 226: 1389-1409. 
78 
Lacey, L.A. and Georgis, R. 2012. Entomopathogenic nematodes for control of insect pests 
above and below ground with comments on commercial production. Journal of nematology 44: 
218-225. 
Lamb, C, Dixon, R.A.1997. The oxidative burst in plant disease resistance. Annual Review of 
Plant Physiology and Plant Molecular Biology 48: 251-275. 
Laurema, S., Varis, A.L. and Miettinen, H. 1985. Studies on enzymes in the salivary glands of 
Lygus rugulipennis (Hemiptera, Miridae). Insect Biochemistry 15: 211-224. 
Li, H. and Smigock, A.C. 2016. Wound induced Beta vulgaris polygalacturonase-inhibiting 
protein genes encode a longer leucine-rich repeat domain and inhibit fungal polygalacturonases. 
Physiological and Molecular Plant Pathology 96: 8-18. 
Li, J., Wen, J., Lease, K. A., Doke, J. T., Tax, F. E. and Walker J. C. 2002. BAK1, 
an Arabidopsis LRR receptor-like protein kinase, interacts with BRI1 and modulates 
brassinosteroid signaling. Cell 110: 213-222.  
Li, L., Li, M., Yu, L., Zhou, Z., Liang, X., Liu, Z., Cai, G., Gao, L., Zhang, X., Wang Y., Chen, 
S. and Zhou, J.M. 2014. The FLS2-associated kinase BIK1 directly phosphorylates the NADPH 
oxidase RbohD to control plant immunity. Cell Host & Microbe 15: 329-338. 
Li, R., Rimmer, R., Buchwaldt, L., Sharpe, A.G., Seguin-Swartz, G. and Hegedus, D.D. 2004. 
Interaction of Sclerotinia sclerotiorum with Brassica napus: cloning and characterization 
of endo- and exo-polygalacturonases expressed during saprophytic and parasitic modes. Fungal 
Genetics and Biology 41: 754-765. 
Liu, N., Zhang, X., Sun, Y., Wang, P., Li, X., Pei, Y., Li, F. and Hou, Y. 2017. Molecular 
evidence for the involvement of a polygalacturonase-inhibiting protein, GhPGIP1, in enhanced 
resistance to Verticillium and Fusarium wilts in cotton. Scientific reports 7: 39840. 
Loon, L. C. V. and Strien, E. A. V. 1999. The families of pathogenesis-related proteins, their 
activities, and comparative analysis of PR-1 type proteins. Physiological & Molecular Plant 
Pathology 55: 85-97. 
79 
Lorenzo, O., Chico, J.M., Sánchez-Serrano, J.J. and Solano, R. 2004. JASMONATE-
INSENSITIVE1 encodes a MYC transcription factor essential to discriminate between different 
jasmonate-regulated defence responses in Arabidopsis. Plant Cell 16: 1938-1950. 
Lozano-Torres. J.L., Wilbers, R.H., Warmerdam, S., Finkers-Tomczak, A., Diaz-Granados, A., 
van Schaik, C.C., Helder, J., Bakker, J.,Goverse, A., Schots, A. and Smant. G. 2014. Apoplastic 
venom allergen-like proteins of cyst nematodes modulate the activation of basal plant innate 
immunity by cell surface receptors. Plos Pathogens 10: e1004569. 
Lu, D.P., Wu, S.J., Gao, X.Q., Zhang, Y.L., Shan, L.B. and He, P. 2010. A receptor-like 
cytoplasmic kinase, BIK1, associates with a flagellin receptor complex to initiate plant innate 
immunity. Proceedings of the National Academy of Sciences, USA 107: 496-501. 
Luderer, R. and Joosten, M.H.A.J. 2001. Avirulence proteins of plant pathogens: Determinants 
of victory and defeat. Molecular Plant Pathology 2: 355-364. 
Lustig, K. D., Shiau, A. K., Brake, A. J. and Julius, D. 1993. Expression cloning of an ATP 
receptor from mouse neuroblastoma cells. Proceedings of the National Academy of Sciences, 
USA 90: 5113-5117.  
Mackey, D., Holt, B.F. III., Wiig, A, and Dangl, J.L. 2002. RIN4 interacts with Pseudomonas 
syringae type III effector molecules and is required for RPM1-mediated resistance 
in Arabidopsis. Cell 108:743-754. 
Maggenti, A. R. and Allen, M. W.  1960. The origin of the gelatinous matrix in Meloidogyne. 
The Proceedings of the Helminthological Society of Washington 27: 4-10. 
Maldonado, M.C. and de Saad, A.M. 1998. Production of pectinesterase and polygalacturonase 
by Aspergillus niger in submerged and solid state systems. Journal of Industrial Microbiology 
and Biotechnology 20: 34-38. 
Manfredini, C., Sicilia, F., Ferrari, S., Pontiggia, D., Salvi, G., Caprari, C., Lorito M. and 
Lorenzo, G. 2005. Polygalacturonase-inhibiting protein 2 of Phaseolus vulgaris inhibits BcPG1, 
a polygalacturonase of Botrytis cinerea important for pathogenicity, and protects transgenic 
plants from infection. Physiological and Molecular Plant Pathology 67: 108-115. 
80 
Mankarios, A.T. and Friend, J. 1980. Polysaccharide degrading enzymes of Botrytis allii and 
Sclerotium cepivorum: Enzyme production in culture and the effectof the enzymes on isolated 
onion cell walls. Physiological Plant Pathology17: 93-104. 
Mantelin, S., Thorpe, P. and Jones, J.T. 2015.  Suppression of plant defences by plant-parasitic 
nematodes. In: Plant nematode interactions: A view on compatible interrelationships-Escobar, 
C., and Fenoll, C., eds. Oxford: Academic press. 325-334. 
Manum, S.B., Bose, M.N., Sayer, R.T. and Bostrom. S. 1994. A nematode (Captivonema-
Cretacea Gen ET SP-N) preserved in a clitellate cocoon wall from the Early Cretaceous. 
Zoologica Scripta 23: 27-31. 
Manzaniilla-Lopez, R.H. and Hunt, D.J. 2009. Tropical plant and soil nematodes: diversity and 
interactions. In:  Tropical biology and conservation management, vol. VI, Encyclopedia of Life 
Support Systems (EOLSS).  Eolss Publishers, Paris, 197pp. 
Martinez, C., Montillet, J.L., Bresson, E., Agnel, J.P., Dai, G.H., Daniel, J.F., Geiger, J.P. and 
Nicole, M. 1998. Apoplastic peroxidase generates superoxide anions in cells of cotton 
cotyledons undergoing the hypersensitive reaction to Xanthomonas campestris pv. malvacearum 
race 18. Molecular Plant-Microbe Interactions 11: 1038-1047. 
McDonald, P.W., Jessen T., Field J. R. and Blakely, R. D. 2006. Dopamine signaling 
architecture in Caenorhabditis elegans. Cellular and Molecular Neurobiology 26: 593-618. 
Melissa, G.,  Xiaohong, W. and Eric, L. D. 2001. Endo-β-1, 4-Glucanase Expression in 
Compatible Plant–Nematode Interactions. Plant Cell 13: 2241-2256. 
Mendgen, K. and Hahn, M. 2004. Plant infection and the establishment of fungal biotrophy. 
Current Opinion in Plant Biology 78: 356-364. 
Mendy, B., Wang’ombe, M.W., Radakovic, Z., Holbein, J., Ilyas, M., Chopra, D., Holton, N., 
Zipfel, C., Grundler, F.M.W. and Siddique, S. 2017. Arabidopsis leucine-rich repeat receptor–
like kinase NILR1 is required for induction of innate immunity to parasitic nematodes. Plos 
Pathogens 13: e1006284. 
81 
Merkle, T. and Grasser, K.D. 2011. Unexpected mobility of plant chromatin-associated HMGB 
proteins. Plant Signaling & Behavior 6: 878-880. 
Mersmann, S., Bourdais, G., Rietz, S. and Robatzek, S. 2010. Ethylene signaling regulates 
accumulation of the FLS2 receptor and is required for the oxidative burst contributing to plant 
immunity. Plant Physiology 154: 391-400. 
Micheli, F. 2001. Pectin methylesterases: cell wall enzymes with important roles in plant 
physiology. Trends in Plant Science 6: 414-419. 
Mikkelsen, M. D., Hansen, C. H., Wittstock, U. and Halkier, B. A. 2000. Cytochrome P450 
CYP79B2 from Arabidopsis catalyzes the conversion of tryptophan to indole-3-acetaldoxime, a 
precursor of indole glucosinolates and indole-3-acetic acid. Journal of biological chemistry 275: 
33712-33717. 
Millet, Y. A., Danna, C. H., Clay, N. K., Songnuan, W., Simon, M. D., Werck-Reichhart, D. and 
Ausubel, F.M. 2010. Innate immune responses activated in Arabidopsis roots by microbe-
associated molecular patterns. Plant Cell 22: 973-990. 
Miya, A., Albert, P., Shinya, T., Desaki, Y., Ichimura, K., Shirasu, K., Narusaka, Y., Kawakami, 
N., Kaku, H. and Shibuya, N. 2007. CERK1, a LysM receptor kinase, is essential for chitin 
elicitor signaling in Arabidopsis, Proceedings of the National Academy of Sciences, USA 104: 
19613-19618. 
Mohnen, D: In G.B. Seymour, J. P. Knox. 2002. Pectins and their manipulation. Biosynthesis of 
pectins, Blackwell Publishing, Ltd, Oxford, 52-68. 
Mohnen, D. 2008. Pectin structure and biosynthesis. Current Opinion in Plant Biology 11: 266-
277. 
Montesano, M., Brader, G. and Palva, E.T. 2003. Pathogen derived elicitors: searching for 
receptors in plants. Molecular Plant Pathology 4: 73-79. 
Murashige, T. and Skoog, F. 1962. A revised medium for rapid growth and bio assays with 
tobacco tissue cultures. Physiologia plantarum 15: 473-497. 
82 
Müller, T. M., Böttcher, C., Morbitzer, R., Götz, C. C., Lehmann, J., Lahaye, T. and 
Glawischnig, E. 2015. TALEN-mediated generation and metabolic analysis of camalexin-
deficient cyp71a12/cyp71a13 double knockout lines. Plant Physiology 168: 849-858. 
Nafisi, M., Goregaoker, S., Botanga, C. J., Glawischnig, E., Olsen, C. E., Halkier, B. and 
Glazebrook, J. 2007. Arabidopsis cytochrome P450 monooxygenase 71A13 catalyzes the 
conversion of indole-3-acetaldoxime in camalexin synthesis. Plant Cell 19: 2039-2052. 
Nagel, C.W. and Vaughn, R.H. 1961. Characteristics of a Polygalacturonase Produced by 
Bacillus Polymyxa. Archives of Biochemistry and Biophysics 93: 344-352. 
Nekrasov, V., Li, J., Batoux, M., Roux, M., Chu, Z.H., Lacombe, S., Rougon, A., Bittel, P., Kiss-
Papp, M., Chinchilla, D., van Esse, H.P., Jorda, L., Schwessinger, B., Nicaise, V., Thomma, 
B.P., Molina, A., Jones, J.D. and Zipfel, C. 2009. Control of the pattern-recognition receptor 
EFR by an ER protein complex in plant immunity. EMBO Journal 28: 3428-3438. 
Niblack, T.L., Lambert, K.N. and Tylka, G.L. 2006. A model plant pathogen from the Kingdom 
Animalia: Heterodera glycines, the soybean cyst nematode. Annual Review of Phytopathology 
44: 283-303. 
Nicaise, V., Roux, M. and Zipfel, C. 2009. Recent advances in PAMP-triggered immunity 
against bacteria: Pattern recognition receptors watch over and raise the alarm. Plant Physiology 
150:1638-1647. 
Nicol, P., Gill, R., Fosu-Nyarko, J. and Jones, M.G.K. 2012. De novo analysis and functional 
classification of the transcriptome of the root lesion nematode, Pratylenchus thornei, after 454 
GS FLX sequencing. International journal of parasitology 42: 225-237. 
Nimchuk, Z., Rohmer, L., Chang, J.H. and Dangl, J.L. 2001. Knowing the dancer from the 
dance: R-gene products and their interactions with other proteins from host and pathogen. 
Current Opinion in Plant Biology 4: 288-294. 
Niu, J., Liu, P., Liu, Q., Chen, C., Guo, Q., Yin, J., Yang, G. and Jian, H. 2016. Msp40 effector 
of root-knot nematode manipulates plant immunity to facilitate parasitism. Scientific Reports 6: 
19443. 
83 
Nothnagel, E. A., McNeil, M., Albersheim, P. and Dell, A. 1983. Host–pathogen interactions. 
XXII. A galacturonic acid oligosaccharide from plant cell walls elicits phytoalexins. Plant
Physiology 7: 916-926. 
Nuhse, T.S., Bottrill, A.R., Jones, A.M. and Peck, S.C. 2007. Quantitative phosphoproteomic 
analysis of plasma membrane proteins reveals regulatory mechanisms of plant innate immune 
responses. Plant Journal 51: 931-940. 
Nürnberger, T. 1999. Signal perception in plant pathogen defence.Cellular and Molecular 
Life Sciences 55: 167-182. 
Nürnberger, T. and Brunner, F. 2002. Innate immunity in plants and animals: emerging parallels 
between the recognition of general elicitors and pathogen-associated molecular patterns. Current 
Opinion in Plant Biology 5: 318-324. 
Nyle C. B. and Weil, R.R. 2009. Elements of the Nature and Properties of Soils (3rd 
Edition).Prentice Hall. ISBN 9780135014332. 
O’Brien, J.A., Daudi, A., Butt, V.S. and Bolwell, G.P. 2012. Reactive oxygen species and their 
role in plant defence and cell wall metabolism. Planta 236: 765-779. 
Oeser, B., Heidrich, P.M., Muller, U., Tudzynski, P., Tenberge, K.B. 2002. Polygalacturonase 
is a pathogenicity factor in the Claviceps purpurea/rye interaction. Fungal Genetics and Biology
36: 176-186. 
Orion, D. and R. Bronner. 1973. Localization of starch, amylase and invertase in Meloidodogyne 
javanica galls. Nematologica 19: 401-402. 
Orion, D., Loots, G.C. and Orion, T. 1987. Cell lysis activity of Meloidogyne gelatinous matrix. 
Revue de Nematologie 10: 463-465. 
Orion, D. and Franck, A. 1990. An electron microscopy study of cell wall lysis by Meloidogyne 
javanica gelatinous matrix. Revue de Nematologie 13: 105-108. 
Orozco-Cardenas, M. and Ryan, C. A. 1999. Hydrogen peroxide is generated systemically in 
plant leaves by wounding and systemin via the octadecanoid pathway. Proceedings of the 
National Academy of Sciences, USA 96: 6553-6655. 
84 
Patel, N., Hamamouch, N., Li, C., Hewezi, T., Hussey, R.S., Baum, T.J., Mitchum, M.G. and 
Davis, E.L. 2010. A nematode effector protein similar to annexins in host plants. Journal of 
Experimental Botany 61: 235-248. 
Paxton, J.D. 1981. Phytoalexins—A working redefinition. Phytopathology 101: 106-109. 
Penninckx, I. A. M. A., Eggermont, K., Terras, F. R. G., Thomma, B. P. H. J., De Samblanz, G. 
W., Buchala, A., Métraux, J.P., Manners, J. M. and Broekaert, W. F. 1996. Pathogen-induced 
systemic activation of a plant defensin gene in Arabidopsis follows a salicylic acid-independent 
pathway. Plant Cell 8: 2309-2323. 
Peng, H.C. and Kaloshian, I. 2014. The Tomato Leucine-Rich Repeat Receptor-Like Kinases 
SlSERK3A and SlSERK3B have overlapping functions in bacterial and nematode innate 
immunity. Plos One 9: e93302. 
Perry, R.N. 2002. Hatching. In: The Biology of Nematodes (Lee, D.L., ed.), pp 147-169. 
London: Taylor and Francis. 
Pfaffle, M.W. 2001. A new mathematical model for relative quantification in real-time RT–
PCR. Nucleic Acids Research 29: e45 
Platt, H.M. 1994. "Foreword". In Lorenzen, Sm., Lorenzen, S.A. The phylogenetic systematics 
of free living nematodes. London: The Ray Society. 
Portillo, M., Cabrera, J., Lindsey, K., Topping, J., Andres, M. F., Emiliozzi, M., Oliveros, J. C., 
García-Casado, G., Solano, R., Koltai, H., Resnick, N., Fenoll, C. and Escobar, C. 2013. Distinct 
and conserved transcriptomic changes during nematode-induced giant cell development in 
tomato compared with Arabidopsis: a functional role for gene repression. New Phytologist 197: 
1276-1290. 
Postma, W.J., Slootweg, E.J., Rehman, S., Finkers-Tomczak, A., Tytgat, T.O.G., van Gelderen, 
K., Lozano-Torres, J.L., Roosien, J., Pomp, R., van Schaik, C., Bakker, J.,  Goverse, A. and 
Smant G. 2012. The effector SPRYSEC-19 of Globodera rostochiensis suppresses CC-NB-LRR 
mediated disease resistance in plants. Plant Physiology 160: 944-954. 
85 
Presti, L., Lanver, D., Schweizer, G., Tanaka, S., Liang, L., Tollot, M., Zuccaro, A., Reissmann, 
S. and Kahmann, R. 2015. Fungal effectors and plant susceptibility. Annual Review of Plant 
Biology 66: 513-545. 
Powell, A. L. T., van Kan, J., ten Have, A., Visser, J., Greve, L. C., Bennett, A. B. and 
Labavitch, J.M. 2000. Transgenic expression of pear PGIP in tomato limits fungal colonization. 
Molecular Plant-Microbe Interactions 13: 942-950.  
Ralevic, V. and Burnstock, G. 1998. Receptors for purines and pyrimidines. Pharmacological 
Reviews 50: 413-492. 
Rasul, S., Dubreuil-Maurizi, C., Lamotte, O., Koen, E., Poinssot, B., Alcaraz, G., Wendehenne, 
D. and Jeandroz, S. 2012. Nitric oxide production mediates oligogalacturonide-triggered 
immunity and resistance to Botrytis cinerea in Arabidopsis thaliana. Plant, Cell & Environment 
35: 1483-1499. 
Rehman, S., Postma, W., Tytgat, T., Prins, P., Qin, L., Overmars, H., Vossen, J., Spiridon, 
L.N., Petrescu, A.J., Goverse, A., Bakker, J. and Smant, G. 2009. A secreted SPRY domain-
containing protein (SPRYSEC) from the plant-parasitic nematode Globodera rostochiensis 
interacts with a CC-NB-LRR protein from a susceptible tomato. Molecular Plant-Microbe 
Interactions 22: 330-340. 
Reina-Pinto, J.J. and Yephremov, A. 2009. Surface lipids and plant defences. Plant Physiology 
and Biochemistry 47: 540-549. 
Rodiuc, N., Vieira, P., Banora, M.Y. and de Almeida Engler, J. 2014. On the track of transfer 
cell formation by specialized plant-parasitic nematodes. Frontiers in Plant Science 5: 160. 
Roux, M., Schwessinger, B., Albrecht, C., Chinchilla, D., Jones, A., Holton, N., Malinovsky, 
F.G., Tör, M., de Vries, S. and Zipfel, C. 2011. The Arabidopsis leucine-rich repeat receptor-like 
kinases BAK1/SERK3 and BKK1/SERK4 are required for innate immunity to hemibiotrophic and 
biotrophic pathogens. Plant Cell 23: 2440-2455. 
Ruppert, E.E., Fox, R.S. and Barnes, R.D. 2004. Invertebrate Zoology: A functional evolutionary 
approach (7th ed.). Belmont, California: Brooks/Cole.  
86 
Sacco, M. A., Koropacka, K., Grenier, E., Jaubert, M. J., Blanchard, A., Jaouannet M., 
Maglianao, M., Arguel, M.J., Gourges, M., Evangelisti, E., Abad, P. and Rosso, M.N. 2013. The 
root-knot nematode calreticulin Mi-CRT is a key effector in plant defence suppression. 
Molecular Plant-Microbe Interactions 26: 97-105. 
Saijo, Y., Tintor, N., Lu, X., Rauf, P., Pajerowska-Mukhtar, K., Haweker, H., Dong, X., 
Robatzek, S and Schulze-Lefert, P. 2009. Receptor quality control in the endoplasmic reticulum 
for plant innate immunity. EMBO Journal 28: 3439-3449. 
Sanchez-Vallet, A., Ramos, B., Bednarek, P., Lopez, G., Pislewska-Bednarek, M., Schulze-
Lefert, P. and Molina, A. 2010. Tryptophan-derived secondary metabolites in Arabidopsis 
thaliana confer non-host resistance to necrotrophic Plectosphaerell acucumerina fungi. Plant 
Journal 63: 115-127. 
Sarris, P. F., Duxbury, Z., Huh, S. U., Ma, Y., Segonzac, C., Sklenar, J., Derbyshire, P., Cevik, 
V., Rallapalli, G. and Saucet, S. B. 2015. A Plant Immune Receptor Detects Pathogen Effectors 
that Target WRKY Transcription Factors. Cell 161: 1089-1100. 
Sasser, J.N. 1979. Pathogenicity, host ranges and variability in Meloidogyne species. Journal of 
Nematology 38: 158-164. 
Schacht, T., Unger, C., Pich, A. and Wydra, K. 2011. Endo- and exo polygalacturonases of 
Ralstonia solanacearum are inhibited by polygalacturonase-inhibiting protein (PGIP) activity in 
tomato stem extracts. Plant Physiology and Biochemistry 49: 377-387. 
Schouteden, N., DeWaele, D., Panis, B. and M. Vos, C.  2015. Arbuscular Mycorrhizal Fungi for 
the Biocontrol of Plant-Parasitic Nematodes: A Review of the Mechanisms Involved.  Frontiers 
in Microbiology 6: 1280. 
Schulze-Lefert P. and Panstruga, R. 2003. Establishment of biotrophy by parasitic fungi and 
reprogramming of host cells for disease resistance. Annual review of phytopathology 418: 641-
667. 
87 
Schuhegger, R., Nafisi, M., Mansourova, M., Petersen, B. L., Olsen, C. E., Svatos, A., Halkier, 
B. and Glawischnig, E. 2006. CYP71B15 (PAD3) catalyzes the final step in camalexin 
biosynthesis. Plant Physiology 141: 1248-1254. 
Schwessinger, B. and Ronald, P.C. 2012. Plant innate immunity: perception of conserved 
microbial signatures. Annual Review of Plant Biology 63: 451-482. 
Sheen, J. 2002.  MAP kinase signalling cascade in Arabidopsis innate immunity. Nature 415: 
977-983. 
Shiu, S.H. and Bleecker, A.B. 2001. Receptor-like kinases from Arabidopsis form a 
monophyletic gene family related to animal receptor kinases. Proceedings of the National 
Academy of Sciences, USA 98: 10763-10768. 
Shoresh, M., Harman, G. E. and Mastouri, F. 2010. Induced systemic resistance and plant 
responses to fungal biocontrol agents. Annual Review of Phytopathology 48: 21-43. 
Shinshi, H. 2008. Ethylene-regulated transcription and cross talk with jasmonic acid. Plant 
Science 175: 18-23. 
Siddique, S. and Grundler, F.M.W. 2015. Metabolism in nematodes: In Plant-nematode 
interactions. Elsevier, Editors: Carolina Escobar and Carmen Fenoll, pp 119-138. 
Sidonskaya, E., Schweighofer, A., Shubchynskyy, V., Kammerhofer, N., Hofmann, J., 
Wieczorek, K. and Meskiene, I. 2015. Plant resistance against the parasitic nematode Heterodera 
schachtii is mediated by MPK3 and MPK6 kinases, which are controlled by the MAPK 
phosphatase AP2C1 in Arabidopsis. Journal of Experimental Botany 67: 107-118. 
Sijmons, P.C., Grundler, F.M.W., Mende, N.V. and Wyss, U. 1991. Arabidopsis thaliana as a 
new model host for plant parasitic nematodes. Plant Journal 1: 245-254. 
Silvestre, A. and Cabaret, J. 2004. Nematode parasites of animals are more prone to develop 
xenobiotic resistance than nematode parasites of plants. Parasite 11: 119-129.  
Smant, G., Stokkermans, J.P., Yan, Y., De Boer, J.M., Baum, T.J., Wang, X., Hussey, R.S., 
Gommers, F.J., Henrissat, B., Davis, E.L. and Helder, J., 1998. Endogenous cellulases in 
88 
animals: isolation of β-1, 4-endoglucanase genes from two species of plant-parasitic cyst 
nematodes. Proceedings of the National Academy of Sciences, USA 95: 4906-4911.
Song, C.J., Steinebrunner, I., Wang, X. Z., Stout, S. C. and Roux, S. J. 2006. Extracellular ATP 
induces the accumulation of superoxide via NADPH oxidases in Arabidopsis. Plant Physiology 
140: 1222-1232.  
Spadoni, S., Zabotina, O., Di Matteo, A., Mikkelsen, J. D., Cervone, F., De Lorenzo, G., 
Mattei, B. and Bellincampi, D. 2006. Polygalacturonase-inhibiting protein interacts with pectin 
through a binding site formed by four clustered residues of arginine and lysine. Plant 
Physiology 141: 557-564. 
Spoel, S.H. and Dong, X. 2012. How do plants achieve immunity? Defence without specialized 
immune cells. Nature Reviews Immunology 12: 89-100. 
Stone, J.K. 2001. Necrotroph. In: Maloy OC, Murray TD, editors. Encyclopedia of Plant 
Pathology. 1. Vol. 2. Vol. 8. New York: Wiley. pp. 676-677. 
Strong, F.E. and Kruitwagen, E.C. 1968. Polygalacturonase in salivary apparatus of Lygus 
hesperus (Hemiptera). Journal of Insect Physiology 14:1113-1119. 
Su, T., Xu, J., Li, Y., Lei, L., Zhao, L., Yang, H., Feng, J., Liu, G. and Ren, D. 2011. 
Glutathione-indole-3-acetonitrile is required for camalexin biosynthesis in Arabidopsis thaliana. 
Plant Cell 23: 364-380. 
Suzuki, N., Miller, G., Morales, J., Shulaev, V., Torres, M.A. and Mittler, R. 2011. Respiratory 
burst oxidases: the engines of ROS signaling. Current Opinion in Plant Biology 14: 691-699. 
Szakasits, D., Heinen, P., Wieczorek, K., Hofmann, J., Wagner, F., Kreil, D.P., Sykacek, P., 
Grundler, F.M.W. and Bohlmann, H. 2009. The transcriptome of syncytia induced by the cyst 
nematode Heterodera schachtii in Arabidopsis roots. Plant Journal 57: 771-784. 
Tanaka, K., Choi, J., Cao, Y. and Stacey, G. 2014. Extracellular ATP as a damage-associated 
molecular pattern (DAMP) in plants. Frontiers in Plant Science 5: 1-9. 
89 
Tanaka, K., Gilroy, S., Jones, A.M. and Stacey, G. 2010. Extracellular ATP signaling in 
plants. Trends in Cell Biology 20:601-608.  
ten Have, W., Mulder, J., Visser, J.A., van Kan, J.A.L. 1998. The endopolygalacturonase gene 
Bcpg1 is required for full virulence of Botrytis cinerea. Molecular Plant-Microbe Interactions 
11: 1009-1016. 
Tena, G., Boudsocq, M. and Sheen, J. 2011. Protein kinase signaling networks in plant innate 
immunity. Current Opinion in Plant Biology 14: 519-529. 
Teixeira, M.A., Wei, L. and Kaloshian, I. 2016. Root-knot nematodes induce pattern-triggered 
immunity in Arabidopsis thaliana roots. New Phytologist 211: 276-287. 
Thomma, B. P. H. J., Nelissen, I., Eggermont, K. and Broekaert, W. F. 1999. Deficiency in 
phytoalexin production causes enhanced susceptibility of Arabidopsis thaliana to the fungus 
Alternaria brassicicola. Plant Journal 19: 163-171. 
Tissenbaum. H.A. 2015. Using C. elegans for aging research. Invertebrate Reproduction & 
Development 59: 59-63. 
Torres, M.A. 2010. ROS in biotic interactions. Physiologia Plantarum 138: 414-429. 
Trudgill, D.L. and Blok, V.C. 2001. Apomictic, polyphagous root-knot nematodes: 
Exceptionally successful and damaging biotrophic root pathogens. Annual Review of 
Phytopathology 39: 53-77. 
Tsuda, K., Sato, M., Stoddard, T., Glazebrook, J. and Katagiri, F. 2009. Network properties of 
robust immunity in plants. Plos Genetics 5: e1000772.  
Turner, S.J. and Rowe, J.A. 2006. Cyst nematodes. In: Plant nematology (Perry, R.N. and 
Moens, M., eds), pp. 90-122. Wallingford, Oxfordshire: CAB International. 
van Santen, Y., Benen, J.A., Schroter, K.H., Kalk, K.H., Armand, S., Visser, J. and Dijkstra, 
B.W. 1999. 1.68-A crystal structure of endopolygalacturonase II from Aspergillus niger and 
identification of active site residues by site-directed mutagenesis. Journal of Biological 
Chemistry 274: 30474-30480. 
90 
Vanholme, B., Van Thuyne, W., Vanhouteghem, K., De Meutter, J., Cannoot, B. and Gheysen, 
G. 2007. Molecular characterization and functional importance of pectate lyase secreted by the 
cyst nematode Heterodera schachtii. Molecular Plant Pathology 8: 267-278.  
Veronico, P., Melilo, M.T., Saponaro, C., Leonetti, P., Picardi., E. and Jones, J.T. 2011. A 
polygalacturonase-inhibiting protein with a role in pea defence against the cyst nematode 
Heterodera goettingiana. Molecular Plant Pathology 12: 275-287. 
Vicky, L, H., Isheng, J.T., Avril, C., Adam, J, R., Nancy, H.,Bernardo, J,F., Alan, T., James A. 
C., Eleanor, J. S., Helen B., Hayley, M.B., Karen, B, Bhavana, H., Rei, K., Arpita, K., Dorothee, 
H., Eiji, N., Sarah, N.,Yoshitoshi, O., Michael, A, Q., Nadine, R., Dong, X., Norbert, W, B., 
Hanns, S.,Diogo, M. R., Alejandro, S.F., Tetsuya H.,Takehiko, I.,Dee, R. D.,Warwick, G., 
Jonathan, D. S., James, B. L., Haruhiko M., Jonathan, W., Adrian, S., Taisei, K., Mark, V. and 
Matthew, B. 2016. The genomic basis of parasitism in the Strongyloides clade of nematodes. Nature 
Genetics 48: 299-307. 
Von Mende, N. 1997. Invasion and migration behavior of sedentary nematodes. Pp 51-64 in C. 
Fenoll, F. M. W. Grundler, and S. A. Ohl, eds. Cellular and molecular aspects of plant nematode 
interactions. Dordrecht, Netherlands: Kluwer Academic Publishers. 
Wang, D.Y.C., Kumar, S. and Hedges, B.S. 1999. Divergence time estimates for the early 
history of animal phyla and the origin of plants, animals and fungi. Proceedings of the Royal 
Society of London B 266: 163-171. 
Wang, G., Martijn, F., Ellendorff, U., Wang, Z., de Wit, P.J.G.M., Angenent, G.C. and Thomma, 
B.P.H.J. 2010. The Diverse Roles of Extracellular Leucine-rich Repeat-containing Receptor like 
Proteins in Plants Critical Reviews in Plant Sciences 29: 285-299. 
Ward, E.R., Uknes, S.J., Williams, S.C., Dincher, S.S., Wiederhold, D.L., Alexander, D.C., Ahl-
Goy, P., Metraux, J.P. and Ryals, J.A. 1991. Coordinate gene activity in response to agents that 
induce systemic acquired resistance. Plant Cell 3: 1085-1094. 
91 
Weiser, J. 1955. Neoaplectanacarpocapsae n. sp. (Anguillulata, Steiner-nematidae) 
novyCizopasnikhousenekobatecejableenehoCarpocapsapomonella 
VestnikCeskoslovenskeSpoiecnosti. Zooloaicke 19: 44-52. 
Whitehead, M.P., Shieh, M.T., Cleveland, T.E., Cary, J.W. and Dean, R.A. 1995. Isolation and 
characterization of polygalacturonase genes (Peca and Pecb) from Aspergillus flavus. Applied 
and Environmental Microbiology 61: 3316-3322. 
Wieczorek, K. 2015. Cell wall alterations in nematode-infected roots. In Escobar C, Fenoll C., 
eds, Plant Nematode Interactions: A View on Compatible Interrelationships. Academic Press, 
New York, pp 61-90. 
Wiggers, R.J. 1990. DNA content and variation in chromosome number in plant cells affected by 
Meloidogyne incognita and Meloidogyne arenaria. Phytopathology 80: 1391-1395. 
Wouts, W.M. and Baldwin, J.C. 1998. Taxonomy and Identification. In: Sharma, S.B. (ed.) The 
Cyst Nematodes, pp. 83-122. Kluwer Academic Publishers, Dordrecht, The Netherlands. 
Wubben, J.P., Mulder, W., ten Have. A., van Kan, J.A.L. and Visser J. 1999. Cloning and partial 
characterization of endopolygalacturonase genes from Botrytis cinerea. Applied and 
Environmental Microbiology 65: 1596-1602.     
Wubben, M.J., Jin, J and Baum, T.J. 2008. Cyst nematode parasitism of Arabidopsis thaliana is 
inhibited by salicylic acid (SA) and elicits uncoupled SA independent pathogenesis-related gene 
expression in roots. Molecular Plant-Microbe Interactions 21: 424-432. 
Wyss, U. 1992. Observations on the feeding behavior of Heterodera schachtii throughout 
development, including events during moulting. Fundamental and Applied Nematology 15: 75-
89. 
Yamaguchi, Y., Pearce. and G. Ryan, C. 2006. The cell surface leucine-rich repeat receptor for 
AtPep1, an endogenous peptide elicitor in Arabidopsis, is functional in transgenic tobacco cells. 
Proceedings of the National Academy of Sciences, USA 103: 10104-10109. 
92 
Yamaguchi, Y., Huffaker, A., Bryan, A., Tax, F. and Ryan. C. 2010. PEPR2 is a second receptor 
for the Pep1 and Pep2 peptides and contributes to defence responses in Arabidopsis. Plant Cell 
22: 508-522. 
Yan, Z., Reddy, M.S., Ryu, C.M., Mc Inroy, J.A., Wilson, M. and Kloepper, J.W. 2002. Induced 
systemic protection against tomato late blight elicited by PGPR. Phytopathology 92: 1329-1333. 
Zablackis, E., Huang, J., Muller, B., Darvill, A.G. and Albersheim, P. 1995. Structure of Plant 
Cell Walls. 34. Characterization of the cell wall polysaccharides of Arabidopsis thaliana leaves. 
Plant Physiology 107: 1129-1138. 
Zhou, N., Tootle, T.L. and Glazebrook, J. 1999. Arabidopsis PAD3, a gene required for 
camalexin biosynthesis, encodes a putative cytochrome P450 monooxygenase. Plant Cell 11: 
2419-2428. 
Zhao, Y., Hull, A. K., Gupta, N. R., Goss, K. A., Alonso, J., Ecker, J. R., Normanly, J., Chory, J. 
and Celenza, J. L. 2002. Trp-dependent auxin biosynthesis in Arabidopsis: involvement of 
cytochrome P450s CYP79B2 and CYP79B3. Genes & development 16: 3100-3112. 
Zhao, Y., Wang, J., Liu, Y., Miao, H., Cai1, C., Shao, Z., Guo, R., Sun, B., Jia, C., Zhang, L., 
Gigolashvili, T. and Wang, Q. 2015. Classic myrosinase-dependent degradation of indole-
glucosinolate attenuates fumonisin B1-induced programmed cell death in Arabidopsis. Plant 
Journal 81: 920-933. 
Zipfel, C., Robatzek, S., Navarro, L., Oakeley, E.J., Jones, J.D., Felix, G. and Boller, T. 2004. 
Bacterial disease resistance in Arabidopsis through flagellin perception. Nature 428: 764-767. 
Zipfel, C., Kunze, G., Chinchilla, D., Caniard, A., Jones, J.D.G., Boller, T. and Felix, G. 2006. 
Perception of the bacterial PAMP EF-Tu by the receptor EFR restricts Agrobacterium-mediated 
transformation. Cell 125: 749-760. 
Zipfel, C. 2008. Pattern-recognition receptors in plant innate immunity. Current Opinion in 
Immunology 20: 10-16. 
Zipfel, C. 2014. Plant pattern-recognition receptors.Trends in Immunology 35: 345-351. 
93 
Zunke, U. 1991. Observations on the invasion and endoparasitic behavior of the root lesion 
nematode Pratylenchus penetrans. Journal of Nematology 22: 309-320. 
94 
6. Annex
Supplementary Data 
Supplementary Table1: Expression of selected marker genes during migratory stage of cyst 
nematode infection. 
Supplementary Table 2: Efficiency check of the primers used through qPCR. 
locus Gene symbol 
 Primer 
efficiency 
At5g57220 CYP81F2 95 
At3g26830 CYP71B15 103 
AT2G30750 CYP71A12 98 
At1g30135 JAZ8 98 
At4g26120 NPR2 106 
Locus Gene Root vs migratory stage 
(10 hpi) 
(Mendy et al., 2017)
Biological function 
At5g57220 CYP81F2 16.66 Involved in 
indolicglucosinolates 
synthesis 
At3g26830 CYP71B15 16.81 Catalyzes the final step in 
camalexin biosynthesis 
AT2G30750 CYP71A12 15.71 Involved in camalexin 
biosynthesis 
At1g30135 JAZ8 15.83 JA signaling marker gene 
At4g26120 NPR2 4.06 SA marker gene 
At5g64900 PROPEP1 3.17 Wound induced marker 
95 
At5g64900 PROPEP1 102 
Supplementary Figure 1: Nematode infection assays in pgip11 (pgip1-2) mutant lines.  (A) 
Average number of females and males per plant present in Col-0 and pgip1-2 mutant lines at 14 
dai. (B, C) Average females sizes (B) and plant syncytia (C) in Col-0 and pgip1-2 mutant lines. 
Bars represent mean ± SE for three independent biological replicates. Data were analysed using 
student’s T-test (P< 0.05). Asterisks represent statistically significant difference to corresponding 
Col-0.  
pMDC162
12884 bpkanamycin resistance
hygromycin resistance
Chloramphenicol resistance
ccdB
gusA
RB
LB
pVS1
pBR322 origin
attR2
attR1
nos terminator
Asc  I (2184)
Kpn  I (3922)
Pac  I (3971)
Pme  I (4191)
Nco  I (3151)
Cla  I (2165)
Cla  I (7398)
Sac  I (276)
Sac  I (3916)
Xba  I (2172)
Xba  I (3933)
Xho  I (10761)
Xho  I (11855)
Eco R I (1)
Eco R I (3452)
Sal  I (2324)
Sal  I (3939)
Pst  I (2334)
Pst  I (3949)
Sph  I (3955)
Sph  I (4315)
Bam H I (2999)
Bam H I (3702)
Bam H I (3927)
Eco  RV (1354)
Eco  RV (1585)
Eco  RV (9366)
Eco  RV (11990)
Not  I (3772)
Not  I (5194)
Not  I (6726)
Not  I (8016)
Mlu  I (827)
Mlu  I (845)
Mlu  I (1543)
Mlu  I (3005)
Supplementary Figure 2: Vector map for the gateway destination vector pMDC
162 (www.arabidopsis.org).
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pMDC32
11752 bp
kanamycin resistance
hygromycin resistance
ccdB
CMr
RB
LB
2X35S promoter
pVS1
pBR322 origin
attR2
attR1
nos terminator
Asc  I (2036)
Cla  I (6266)
Hin d III (2846)
Kpn  I (2061)
Nco  I (1272)
Pac  I (305)Sac  I (269)
Sal  I (445)
Spe  I (296)
Sph  I (3183)
Eco R I (1)
Eco R I (1573)
Pst  I (455)
Pst  I (2837)
Bam H I (1120)
Bam H I (1823)
Bam H I (2066)
Xba  I (290)
Xba  I (1126)
Xba  I (2072)
Xho  I (2042)
Xho  I (9629)
Xho  I (10723)
Eco  RV (2175)
Eco  RV (8234)
Eco  RV (10858)
Sma  I (706)
Sma  I (2063)
Sma  I (10708)
Not  I (283)
Not  I (1893)
Not  I (4062)
Not  I (5594)
Not  I (6884)
Supplementary Figure 3: Vector map for the gateway destination vector pMDC 32 
(www.arabidopsis.org). 
97
98
7. Acknowledgements
I would like to thank the following people for playing a key role during my doctoral studies. I 
would also apologise to those whom I forgot to mention in this regard. Firstly, I would like to 
pay my sincere gratitude to my supervisor, Prof. Florian Grundler, for providing me with an 
opportunity to earn my PhD in his lab at the University of Bonn. His guidance, support, 
motivation and patience are higly appreciated, as is the friendly working environment he 
provided, during my entire stay in Bonn. 
I would also like to thank my co-supervisor, Dr. Shahid Siddique, who played a valuable and 
significant role in my research. With him, it was a great learning experience as well as useful 
scientific discussions inside and outside the lab.  
I am also grateful to my past and present lab mates Muhammad Shazad Anjum, Zoran 
Radakovic, Arslan Anwer, Muhammad Ilyas, Samer Habash, Badou Mendy, Julia Holbien, Sina-
Valerie Mahlitz and other members of the lab for their practical and moral help during my entire 
thesis. I very much enjoyed working with them. I am also thankful to the technical staff 
members, Stefen Neumann and Gisela Sichtermann for their maintenance of Herodera schachtii 
and Meloidogyne incognita. 
Moreover, I would also acknowledge my funding agency, The Higher Education Commission of 
Pakistan (HEC), for providing me the financial support, which made my Ph.D studies possible.  
Lastly, I would like to mention and thank my family and friends for their encouragement and 
kind support. 
99
8. Curriculum vitae
Personal Details: 
Full Name:  
Date of birth:    
Place of birth:          
Nationality:     
Marital status:      
Email:
Higher Education: 
2013- Present date         
2009- 2012
2005 -2008
Syed Jehangir Shah
   
   Peshawar, Pakistan 
    Pakistani  
Ph.D from INRES, Molecular Phyomedicine, University of Bonn, Germany.
M.Phil in Biotechnology, Institute of Biotechnology and Genetic Engineering,
The University of Agriculture, Peshawar Pakistan.
B.Sc (Hons) in Plant Breeding and Genetics, The University of Agriculture,
Peshawar, Pakistan
Work Experience: 
● Six months field research at The University of Agriculture Peshawar as a Research Fellow under the
Project title "Modified Double Cross Maize Hybrid Production as a Source of low Cost Seed" from
June to December 2008.
● Lecturer in Biotechnology at Sarhad University of Science and Information Technology from 7th
October 2010 to 21st July 2011.
● Currently Lecturer in IBGE, The University of Agriculture Peshawar.
Publications (to date): 
● Ihsan Ullah , Aqib Iqbal, Ijaz Ali , Iqbal Munir , Essa Ali, Syed Jehangir Shah, Najib Ullah , Sajid
Ali Khan Bangash, Zahoor Ahmad Swati and Muhammad Subhan Qureshi. 2011. Role of dietary
supplementation in the protein content of bovine milk. African Journal of Biotechnology.
● Syed Jehangir Shah, Muhammad Shahzad Anjam, Muhammad Arsalan Anwar, Shahid Siddiqui and
Florian.M.W. Grundler. 2017.  Damage-associated responses of the host contributes to defence against
cyst but not root-knot nematode infection. Journal of Experimental Botany (Submitted).
● Muhammad Shahzad Anjam, Christiane Matera, Syed Jehangir Shah, Miroslaw Sobczak, Florian M.
W. Grundler and Shahid Siddique. 2017. Host factors influence the sex of nematodes parasitizing roots
of Arabidopsis thaliana. Plant Physiology (Submitted).
● Muhammad Arsalan Anwar, Syed Jehangir Shah, Muhammad Shahzad Anjam, Shahid Siddique and
Florian M.W. Grundler. 2017.  Genome wide association studies identify the susceptibility regulators
in Arabidopsis against Heterodera schachtii. Journal of Experimental Botany (Manuscript in
revision).
Conferences attended: 
● 32nd European Society of Nematologists conference in Braga, Portugal held in 2016.
● 45th annual meeting of the DPG working group Nematology, 2017 in Einbeck, Germany.
